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O (57) Abstract: The present invention relates to methods of determining if a patient has cancer or is at increased risk of developing 
O cancer, particularly pancreat,c cancer, the method comprising testing a FANC gene for the presence of a cancer-associated coding 
^ change, wherein said presence of one or more cancer-associated coding changes is indicative of cancer or an increased risk of cancer 
O in Said patient * ne ,nvent,on re,ates to methods of treating a patient having cancer, particularly pancreatic cancer who has 

^ one or more cancer-associated coding changes in the FANC genes comprising the step of administering a therapeutically' effective 
^ amount of a chemotherapeutic cross-linking agent. 
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FANC GENE MUTATIONS IN CANCER 

Related Applications 

This application claims the benefit of U.S. Provisional Application Serial No. 
60/436,763, filed December 27, 2002, the entire contents of which is incorporated 
herein by this reference. 

Background of the Invention 



Fanconi anemia (FA) is a rare and usually fatal human disorder, characterized 
by congenital bone deformities, progressive bone marrow failure and a predisposition 
1 5 to hematological malignancy (especially acute myelogenous leukemia) and squamous 
cell carcinoma of the head and neck, anogenital region, skin and other organs (Kutler, 
D. I. et al A 20-year perspective on the International Fanconi Anemia Registry 
(IFAR). Blood 101, 1249-56; 2003). Studies have shown that FA is a recessive 
autosomal disorder. That is, it is an inherited disease which results from the presence 
20 of a mutated gene in both parents. Briefly, a gene which, when mutated, gives rise to 
FA in an individual may be referred to as an FA gene. Human cells are diploid, 
meaning that each cell has two copies of each chromosome and therefore two copies 
of each gene including each FA gene, one contributed from each parent. The recessive 
nature of the FA disorder means that both copies of a particular FA gene must be 
mutated in order for an individual to exhibit symptoms. Thus, it is assumed that FA 
sufferers carry one (or more) mutation(s) in both copies of a particular FA gene. A 
non-mutated, normal version of this gene encodes a protein that plays a role in a 
particular biochemical pathway of the cell. The normal protein is therefore required 
for overall normal cell function. The mutated FA gene encodes either a defective 
30 protein or no protein at all, and so the specific biochemical pathway for which the 
portion is required is changed, and thereby normal cell function is disrupted. 
Individuals who have one copy of an FA gene which is "normal" and one copy which 
is mutated do not exhibit FA symptoms but rather, are FA carriers. FA carriers may 
also be described as FA heterozygotes. Thus presumably, FA heterozygotes do not 
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manifest clinical FA symptoms because they have one normal copy and one mutant 
copy of a particular FA gene, and that the protein produced by the one normal gene is 
sufficient for normal cell function (or at least sufficiently normal cell function so that 
no overt clinical abnormalities are presented). The offspring of two FA carriers who 
5 carry mutations in the same FA gene have a 25 percent chance of inheriting the FA 
disease and a 50 percent chance of being FA carriers themselves. 

FA cells display spontaneous chromosome breakage, greatly enhanced by 
DNA-interstrand crosslinking agents such as mitomycin C (MMC) and 

1 0 diepoxybutane. Seven FA genes have been cloned so far; mutations in FANCA 
(65%), FANCC (15%) and FANCG (10%) account for the majority of cases 
(D Andrea, A. D. & Grompe, M. The Fanconi anaemia/BRCA pathway. Nat Rev 
Cancer 3, 23-34, 2003; Joenje, H. & Patel, K. J. The emerging genetic and molecular 
basis of Fanconi anaemia. Nat Rev Genet 2, 446-57, 2001). The function of the FA 

1 5 pathway remains to be fully elucidated, but seems to be required for an adequate 
reponse to DNA damage as caused by these agents. BRCA2 mutations have been 
shown to be responsible for a subset of FA patients: complementation group Dl and 
perhaps B (Hewlett, N. G. et al Biallelic inactivation of BRCA2 in Fanconi anemia. 
Science 297, 606-9, 2002). Mutations in these patients affected both alleles and 
20 included at least one hypomorphic mutation per patient, in which some residual 

function may have remained. Complementation of a FANCD1 cell line with wild-type 
BRCA2 corrected the cytogenetically measured MMC-hypersensitivity. Herein, the 
proximal Fanconi pathway and BRCA2 are collectively referred to as the Fanconi 
pathway. 

25 

Pancreatic cancers harbor the highest percentages of BRCA2 mutations, 
present in 7% of sporadic pancreatic cancers (all accompanied by loss of the wild- 
type allele), 12% of familial pancreatic cancer and 17% of families with a strong 
history of the disease (Goggins, M. et al. Germline BRCA2 gene mutations in patients 
30 with apparently sporadic pancreatic carcinomas. Cancer Res 56, 5360-4, 1996; 

Murphy, K. M. et al. Evaluation of candidate genes MAP2K4, MADH4, ACVR1B, 
and BRCA2 in familial pancreatic cancer: deleterious BRCA2 mutations in 17%. 
Cancer Res 62, 3789-93, 2002; Figer, A. et al. The rate of the 6174delT founder 
Jewish mutation in BRCA2 in patients with non-colonic gastrointestinal tract tumours 
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in Israel. Br J Cancer 84, 478-81, 2001; Hahn, S. A. et al BRCA2 gennline 
mutations in familial pancreatic carcinoma. J Natl Cancer Inst 95, 214-21, 2003). 
Pancreatic cancer, diagnosed in over 30,000 people in the United States yearly, is one 
of the most aggressive forms of cancer, leading to death in an overwhelming majority 
5 of patients within a few years despite surgery and/or chemotherapeutic treatment 

Several lines of evidence suggest the use of combinations of chemotherapy containing 
MMC and other crosslinking agents to be beneficial for pancreatic cancer patients. 
Although a significant increase in survival is usually not found, occasional complete 
and long-term remissions are reported (Sadoff, L. & Latino, F. Complete clinical 

1 0 remission in a patient with advanced pancreatic cancer using mitomycin C-based 
chemotherapy: the role of adjunctive heparin. Am J Clin Oncol 22, 187-90, 1999; 
Takada, T. et al Prospective randomized trial of 5-fluorouracil, doxorubicin, and 
mitomycin C for non-resectable pancreatic and biliary carcinoma: multicenter 
randomized trial. Hepatogastroenterology 45, 2020-6, 1998; Todd, K. E., Gloor, B., 

15 Lane, J. S., Isacoff, W. H. & Reber, H. A. Resection of locally advanced pancreatic 
cancer after downstaging with continuous-infusion 5-fluorouracil, mitomycin-C, 
leucovorin, and dipyridamole. J Gastrointest Surg 2, 159-66, 1998). These reports 
have not incorporated the genetic testing of these patients, but a gene defect in 
BRCA2, FANCC, FANCG or another gene in the FA-pathway could in theory cause 

20 a therapeutically useful hypersensitivity, providing an "Achilles' heel" in a subset of 
pancreatic cancers. Perhaps the first link between (pancreatic) cancer and FA was 
observed as early as 1976 in a Scottish family: a consanguineous pedigree was 
described in which one person had FA, and obligate mutation carriers displayed 
multiple occurrences of pancreatic and other cancers (Hill, R. D. Familial cancer on a 
25 Scottish island. BrMedJ2 9 401-2, 1976).. Approximately seven percent of sporadic 
pancreatic cancers carry mutations in BRCA2, accompanied by loss of heterozygosity 
(LOH) (Goggins, M. et al Gennline BRCA2 gene mutations in patients with 
apparently sporadic pancreatic carcinomas. Cancer Res 56, 5360-4, 1996). The 
pancreatic cancer cell line CAPAN1 is derived from such a tumor. 

30 

As mentioned, FA cells have an increased sensitivity to crosslinking agents, 
especially MMC. The existence of FA-proficient hosts harboring pancreatic cancers 
that are defective in the FA pathway could have important implications for clinical 
treatment: the tumor could be hypersensitive to crosslinking agents, whereas the 
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patient would not Several studies have reported long-term remissions in pancreatic 
cancer in response to MMC, although the link with FA defects has never been 
evaluated clinically (Sadoff, L. & Latino, F. Complete clinical remission in a patient 
with advanced pancreatic cancer using mitomycin C-based chemotherapy: the role of 
5 adjunctive heparin. Am J Clin Oncol 22, 187-90, 1999; Takada, T. et al Prospective 
randomized trial of 5-fluorouracil, doxorubicin, and mitomycin C for non-resectable 
pancreatic and biliary carcinoma: multicenter randomized trial. 

Hepatogastroenterology 45, 2020-6, 1998; Todd, K. E., Gloor, B., Lane, J. S., Isacoff, 
W. H. & Reber, H. A. Resection of locally advanced pancreatic cancer after 

10 downstaging with continuous-infusion 5-fluorouracil, mitomycin-C, leucovorin, and 
dipyridamole. J Gastrointest Surg 2, 159-66, 1998). The &R042-defective cell line 
CAPAN1 has been shown to be hypersensitive to ionizing radiation (IR) and some 
chemotherapeutics (Moynahan, M. E., Cui, T. Y. & Jasin, M. Homology-directed dna 
repair, mitomycin-c resistance, and chromosome stability is restored with correction 

15 of a Brcal mutation. Cancer Res 61, 4842-50, 2001; Abbott, D. W., Freeman, M. L. 
& Holt, J. T. Double-strand break repair deficiency and radiation sensitivity in 
BRCA2 mutant cancer cells. J Natl Cancer Inst 90, 978-85, 1998; Chen, P. L. et al 
The BRC repeats in BRCA2 are critical for RAD51 binding and resistance to methyl 
methanesulfonate treatment. Proc Natl Acad Sci USA 95, 5287-92, 1998). 

20 

In recent years, the emerging field of targeted chemotherapeutics, in particular 
the targeting of specific genetic defects in cancer, has received much attention. 
Practiced examples of such therapies are not often encountered. Defects in the FA- 
pathway may provide a vulnerable target for therapeutics (Moynahan, M. E., Pierce, 

25 A. J. & Jasin, M. BRCA2 is required for homology-directed repair of chromosomal 
breaks. Mol Cell 7, 263-72, 2001), specifically using the interstrand DNA- 
crosslinking agents. The hypersensitivity of cells taken from FA patients to 
crosslinking agents and to ionizing radiation already suggests this utility (Sasaki, M. 
S. & Tonomura, A. A high susceptibility of Fanconi f s anemia to chromosome 

30 breakage by DNA cross-linking agents. Cancer Res 33, 1 829-36, 1973; Auerbach, A. 
D. & Wolman, S. R. Susceptibility of Fanconi's anaemia fibroblasts to chromosome 
damage by carcinogens. Nature 261, 494-6, 1976). Although tumors that develop in 
FA patients cannot easily be treated with these therapies due to toxicity, FA-defective 
tumors in individuals who carry no mutation or only one (recessive) mutation in FA 
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genes may offer a highly augmented therapeutic response to crosslinking agents, 
fortuitously with little anticipated toxicity to the patient (Tutt, A. et al. Mutation in 
Brca2 stimulates error-prone homology-directed repair of DNA double-strand breaks 
occurring between repeated sequences. Embo J 20, 4704-16, 2001; Kern, S. E., 
5 Hruban, R. H., Hidalgo, M. & Yeo, C. J. An introduction to pancreatic 

adenocarcinoma genetics, pathology and therapy. Cancer Biol Ther 1, 607-13, 2002). 

An early detection of defects in the FA pathway in pancreatic cancer could 
perhaps lead to a better treatment for some patients and a better assessment of risk for 
10 family members. In addition, identification of patients with defects in the FA pathway 
will potentially allow prophylactic and therapeutic methods of treating cancer with 
targeted chemotherapeutic agents. 



Summary of the Invention 

15 

The present invention is based on the discovery that patients with one or more 
coding changes in FANC genes, resulting in mutations, are at increased risk of 
developing cancer, including pancreatic cancer. 

20 The present invention pertains to methods of deteimining if a patient has 

cancer or is at increased risk of developing cancer, particularly pancreatic cancer, the 
method comprising testing a FANC gene for the presence of a cancer-associated 
coding change, wherein said presence of one or more cancer-associated coding 
changes is indicative of cancer or an increased risk of developing cancer in said 

25 patient. 



In one embodiment, the cancer-associated coding change in the FANC gene i 
selected from the group consisting of : mutations of the FANCA gene listed in Table 
2, mutations of the FANCC gene listed in Table 3, mutations of the FANCD2 gene 
30 listed in Table 4, mutations of the FANCE gene listed in Table 5, mutations of the 
FANCF gene listed in Table 6, mutations of the FANCG gene listed in Table 7. 

The present invention also pertains to methods of determining if a patient has 
cancer, or is at increased risk of developing cancer, including pancreatic cancer, 
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comprising the steps of: (a) providing a DNA sample from said patient; (b) 
amplifying the FANC gene from said patient with the FANC gene-specific 
polynucleotide primers; (c) sequencing the amplified FANC gene; and (d) comparing 
the FANC gene sequence from said patient to a reference FANC gene sequence, 
5 where a discrepancy between the two gene sequences indicates the presence of a 
cancer-associated coding change; wherein the presence of one or more cancer- 
associated coding changes indicates said patient has cancer or is at an increased risk 
of developing cancer. 

10 In a preferred embodiment, the cancer-associated coding change in the 

FANCC gene is selected from the group consisting of : mutations of the FANCA gene 
listed in Table 2, mutations of the FANCC gene listed in Table 3, mutations of the 
FANCD2 gene listed in Table 4, mutations of the FANCE gene listed in Table 5, 
mutations of the FANCF gene listed in Table 6, mutations of the FANCG gene listed 

15 in Table 7. 

The invention also relates to methods of treating a patient having cancer or 
having a risk of developing cancer who has one or more cancer-associated coding 
changes in the FANC genes comprising the step of administering a therapeutically 
20 effective amount of a chemotherapeutic DNA cross-linking agent. Also, the 

therapeutically effective amount of a chemotherapeutic DNA cross-linking agent can 
be a low dose compared to standard dosages (i.e., daily doses at one-twentieth to one- 
fifteenth the standard dose). 

25 111 a preferred embodiment of the method for treating a cancer patient or 

patient at risk of developing cancer, the cancer-associated coding change in the FANC 
gene is selected from the group consisting of : mutations of the FANCA gene listed in 
Table 2, mutations of the FANCC gene listed in Table 3, mutations of the FANCD2 
gene listed in Table 4, mutations of the FANCE gene listed in Table 5, mutations of 

30 the FANCF gene listed in Table 6, mutations of the FANCG gene listed in Table 7. 

The present invention also pertains to methods of screening for a cancer 
therapeutic, the method comprising the steps of: (a) providing one or more cells 
containing one or more cancer associated coding changes in the FANC genes; (b) 
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growing said cells in the presence of a potential cancer therapeutic; and (c) 
determining the rate of growth of said cells in the presence of said potential cancer 
therapeutic relative to the rate of growth of equivalent cells grown in the absence of 
said potential cancer therapeutic; wherein a reduced rate of growth of said cells in the 
5 presence of said potential cancer therapeutic, relative to the rate of growth of 

equivalent cells grown in the absence of said potential cancer therapeutic, indicates 
that the potential cancer then is a cancer therapeutic. 

The present invention also relates to a kit for detecting cancer-associated 
10 coding changes in a FANC gene comprising a polynucleotide primer pair specific for 
the FANC gene; a reference FANC gene sequence and packaging materials. 

Thus, the present invention provides diagnostic and therapeutic methods for 
the treatmant of cancer, including pancreatic cancer. 

15 

Brief Description of the Drawings 

Figure 1 : Screen for Fanconi Anemia defects by Fancd2 monoubiquitination assay. 
Equal cell numbers were untreated, or incubated with MMC fori 8-20 hours, or 
20 irradiated with 1 5 Gy and incubated for 2 hours, after which protein lysates were 
made. Protein lysates were immunoblotted for Fancd2. Lack of the upper band 
indicates a defect in the proximal Fanconi pathway. 

Figure 2: Homozygous deletion of exons 7-14 in pancreatic cancer cell line PL1 1. 
DNA from pancreatic cancer cell line BxPC3 was used as a control; exons for both 
25 samples were amplified in the same PCR plate. Independent reactions were used to 
confirm the deletion in PL1 1 and in the parallel xenograft PX192. 
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Figure 3: FA-defective cell lines are hypersensitive to crosslinking agents, a. MMC 
sensitivity of pancreatic cancer cell lines as measured by population quantitation 
using a measurement of total DNA. b. Cisplatin sensitivity of pancreatic cancer cell 
lines by DNA quantitation, c. MMC sensitivity of pancreatic cancer cell lines as 
5 measured by manual cell counts, d. MMC sensitiviy of HNSCC cell lines by DNA 
quantitation, e. Cisplatin sensitivity of HNSCC cell lines by DNA quantitation. 
Legends are consistent throughout a.-c. and d.-e. 

Figure 4: FA-defective cancer cell lines arrest in G2/M 48 hours after low 
concentrations of MMC. Cells were treated with various concentrations of MMC for 2 
hours, and incubated without MMC for 48 hours, after which the cell cycle was 
analyzed using a flow cytometer. 

Figure 5 represents the reference amino acid sequence (a) and the reference nucleotide 
sequence (b) for FANCA. 

Figure 6 represents the reference amino acid sequence (a) and the reference nucleotide 
1 5 sequence (b)for FANCC. 

Figure 7 represents the reference amino acid sequence (a) and the reference nucleotide 
sequence (b) for FANCD2. 

Figure 8 represents the reference amino acid sequence (a) and the reference nucleotide 
sequence (b) for FANCE. 

20 Figure 9 represents the reference amino acid sequence (a) and the reference nucleotide 
sequence (b) for FANCF. 

Figure 10 represents the reference amino acid sequence (a) and the reference 
nucleotide sequence (b) for FANCG. 



25 



Detailed Description of the Invention; 



The FANC proteins A, C, E, F and G assemble in a multisubunit nuclear 
complex which results in the monoubiquitination of FANCD2 and play a role in 
30 homologous recombination repair of double stranded breaks. Double strand breaks 
produced during the repair of mitomycin interstrand crosslinks accumulate in the 
absence of an intact homologous repair system in cells deficient in members of the 
FANC complex. 
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The present invention is based on the discovery that the FANC gene mutations 
that exist in pancreatic cancers can define a therapeutically distinct patient group, in 
essence serving as an Achilles heel of the tumor. Cells from Fanconi anemia patients, 
5 BRCA2-null cells and cells defective in homology-directed DNA strand-break repair 
are reproducibly and exquisitely more sensitive to mitomycin C, other DNA 
interstrand cross-linking agents (such as cisplatin), and other inducers of DNA 
damage than are cells containing an intact FANC/BRCA2/Rad 51 repair system. This 
hypersensitivity to cross-linking drugs can provide an expanded therapeutic window, 

10 allowing the use of low-dose, low toxicity, and long-term rational chemotherapeutic 
options for the treatment of the FANC/BRCA2-related subset of pancreatic cancer 
patients. Occasional complete remissions of pancreatic cancer have been reported 
with therapies that included mitomycin. FANC gene status can be used as a standard 
laboratory determination in the care of pancreatic cancer patients. The use of 

15 prophylactic chemotherapy to eliminate neoplastic cells having loss of the remaining 
wild-type gene, in carriers of FANC and BRCA2 mutations that have not yet been 
diagnosed with cancer can also represent a means of treating patients at risk for 
developing cancer. 

Cells lacking FANC gene function are hypersensitive to mitomycin C and 
20 other interstrand DNA-crosslinking chemicals. Cancers in FANC gene 

heterozygotes have lost the wild-type allele, and are likely to be hypersensitive to 
the same chemicals. Tumors having genetic inactivation of FANC genes cannot 
regain those genes; they are gone forever, thus preventing the emergence of 
resistant tumor cells. Low-dose mitomycin C (or other interstrand-crosslinking 
25 drugs) can be used to treat FANC-mutant tumors to take advantage of this 

hypersensitivity. At these doses (for example, daily doses at one-twentieth to one- 
fiftieth the standard dose), normal cells would experience no toxicity, but the 
cancer cells would. 

There is evidence that cells are most sensitive (damaged) by interstrand DNA 
30 crosslinks when they are in S phase, synthesizing DNA. Most cancer cells, on any 
particular day, however, are not in S phase. This may be why conventional therapy 
often fails (even in FANC gene heterozygotes). The use of low-dose drug therapy 
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would allow the continuous (or closely-spaced) drug dosing over a period of weeks 01 
months, in contrast to the conventional use of mitomycin C for brief or single 
exposures. Thus, all cells would become exposed in S phase, and exhibit the 
hypersensitivity to the drug. Thus, FANC-heterozygous cancer patients could be 
5 treated with nontoxic and more effective therapy directed specifically to the chemical 
hypersensitivity of their tumor. 

A panel of pancreatic cancer xenografts and cell lines have been analyzed for 
mutations in FANCC and FANCG. Several variants have been identified, including a 
homozygous germline nonsense mutation in FANCG (E105ter), a homozygous 
10 somatic frameshift deletion in FANCC and several amino acid changes (Table 1). 

TABLE 1 



Cancer 



FANCC/FANCG Coding Change BRCA2 Coding Change 



FANCC 
PX102 
PX19 
Su86.86 
CAPAN2 

FANCG 
Hs766T 
CAPAN1 



Frameshift exon 14 (LOH) 5 
D195V (LOH) G 
M350V (LOH) 
E521K (heterozygous) 

E105ter (LOH) a 
S7F (LOH) 0 



6174delT(LOH) c 



Table 1 : Variant Fanconi genes in pancreatic cancer. ^ Somatic, u Germline, as 
1 5 determined by sequencing of normal DNA, or by previous reports in FA patients or 
normals. M350V and E521K were not reported previously. 

The FA-defective cell lines CAPAN1, PL1 1 and Hs766T are all 
hypersensitive to MMC, as compared to other pancreatic and HNSCC cancer cell 
20 lines. These findings provide an explanation for the discovery that a subset of 

pancreatic cancers is highly sensitive to MMC-containing regimens. Now, pancreatic 
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cancers can be genetically tested for defects in the pathways that repair interstrand 
crosslinks, such as the FA pathway. Patients with a defect in one of the repair 
pathways could then be treated rationally with crosslinking agents, possibly at a much 
lower dose than is customaiy. 

5 

While pancreatic cancer remains the only form of cancer (in non-FA patients) 
known to harbor 'upstream' FA pathway mutations to date, mutations in this pathway 
are unlikely to be restricted to cancers of the pancreas. Two ovarian cancer cell lines 
were recently shown to be defective in the FA pathway, which was attributed to 
1 0 FANCF-methylation (Taniguchi, T. et al. Disruption of the Fanconi anemia-BRCA 
pathway in cisplatin-sensitive ovarian tumors. Nat Med 9, 568-74. (2003). 



In addition to the coding changes and mutations mentioned in Table 1 , there 
are many other coding changes and/or mutations in FANC genes that have been 
15 identified (see Tables 2, 3, 4, 5, 6 and 7 herein). These coding changes and mutations 
are listed in the Fanconi Anemia Mutation Database that is maintained and 
continuously updated by The Rockefeller University (see 

www.rockerfeller.edu /fanconi/mutate/ ). The listed coding changes/mutations are 
identified when compared to the FANC gene and proteins reference sequences found 
20 in Figures 5 thru 10. Any one or more of these coding changes or mutations can be 
used for determining if a patient has cancer or is at increased risk of developing 
cancer, particularly pancreatic cancer. Once identified, the patient with a FANC gene 
coding change/ mutation can be treated prophalactically or therapeutically for cancer. 

The coding changes and mutations listed in the Fanconi Anemia Mutation 
Database as of the filing date of this application are listed below. It is intended that 
the methods of the present invention will include FANC genes with coding changes 
and/or mutations that have been identified but not listed in the Fanconi Anemia 
Mutation Database or will be listed in the fiiture. 
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Table 2 

FANCA Coding Changes/Mutations 
Mutation Type 



1-4368del 


deletion 


exon 24-28del 


unknown 


24C>G 


AA substitution 


65G>A 


stop codon 


1-596del 




1A>G 


AA substitution 


1540T 


stop codon 


401insC 


frameshift 


5420T 


AA substitution 


IVS6-2A>G 


deletion 


IVS7+1G>A 


RNA splicing 


597-3066del 


deletion 


732G>C 


AA substitution 


755A>G 


AA substitution 


790C>T 


stop codon 


795-808del 


frameshift 


IVS10+1G>T 


RNA splicing 


827-1 225del 


deletion 


856C>T 


stop codon 


890-893deI 


frameshift 


RNA splicing 


RNA splicing 


987-990deI 


frameshift 


894-1 359del 


frameshift 


1164-1165del 


frameshift 


1303C>T 


AA substitution 


IVS14+1G>C 


RNA splicing 


1459insC 


frameshift 


1475A>G 


AA substitution 


1771C>T 


stop codon 


2005OT 


stop codon 


1944delG 


frameshift 


2066delG 


frameshift 


2314C>T 


stop codon 


2450T>C 


AA substitution 


IVS26+134A>G 


frameshift 


2535-2536del 


frameshift 


2534T>C 


AA substitution 


2524delT 


frameshift 



12 



WO 2004/061082 




PCT/US2003/041127 



2546delC 


frameshlfl 


IVS27-1G>A 


deletion 


IVS27 -2A>T 


deletion 


IVS27 -2A>T 


RNA splicing 


IVS29 -19 del 19 


RNA splicing 


2840OG 


stop codon 


2982-3066del 


frameshift 


3164G>T 


AA substitution 


3188G>A 


stop codon 


3091 OT 


stop codon 


31630T 


AA substitution 


33820G 


AA substitution 


3349A>G 


AA substitution 


3391 A>G 


AA substitution 


3396-3399del 


frameshift 


3520-3522del 


deletion 


3559insG 


frameshift 


3760G>T 


AA substitution 


3788-3790del 


deletion 


3904T>C 


AA substitution 


3982A>G 


AA substitution 


IVS40+1-18deI 


exon skip 


4069-4082del 


frameshift 


IVS41 -2A>G 


deletion 


4275deIT 


frameshift 


1-2981 del 




1007-3066del 


deletion 


1115-1118del 


Frameshift 


1191-1 194del 


frameshift 


1 360-1 626del 


deletion 


1 360-1 826del 


frameshift 


1471-1 826del 


deletion 


1471-1626del 


Deletion 


1615delG 


frameshift 


1630T 


stop codon 


1627-1 900del 


frameshift 


1827-2778del 


deletion 


1901-2778del 


Deletion 


2107C>T 


stop codon 


2167-2169del 


deletion 


2495-2497del 


deletion 


25740G 


AA substitution 


2779-3066del 


deletion 
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2779-3348del 


deletion 


2830ins19 


frameshift 


*2982-4365del 


deletion 


3061-31 54dei 


frameshift 


32630T 


AA substitution 


3329A>C 


AA substitution 


3398delA 


frameshift 


3403-3405del 


deletion 


3629-3630insT 


frameshift 


3715-3729del 


Deletion 


3760-3761 del 


Frameshift 


37860G 


AA substitution 


3884T>A 


stop codon 


3920delA 


frameshift 


3971 C>T 


AA substitution 


4010delG+18 


exon skip 


4015delC 


frameshift 


4080G>C 


AA substitution 


4267-4404del 


unknown 


*427-522*del 


deletion 


42490G 


AA substitution 


*5'UTR-1900*del 


deletion 


*5'UTR-3066del 


deletion 


*5'UTR-522*del 


deletion 


523-1 359del 


deletion 


597-1 826del 


deletion 


IVS7+5G>A 


RNA splicing 


IVS7+5G>T 


RNA splicing 


862G>T 


AA substitution 


894-1006del 


frameshift 


ex10-12del* 


deletion 


ex10-17del 


deletion 


4075G>T 


AA substitution 


IVS10-1G>A 


RNA splicing 


IVS15-1G>T 


RNA splicing 


IVS16+3A>C 


exon skip 


IVS38-1G>C 


RNA splicing 


IVS9+3de! 


frameshift 



5 



14 



WO 2004/061082 



PCT/US2003/041127 



FANCC CODING CHANGES/MUTATIONS 
Table 3 



Mutation 



Type 



1806insA 
322delG 
7750T 
IVS4+4A>T 
1742T>G 
1916T>C 
2920T 
808OT 
1897C>T 
320G>A 



Insertion 
Frameshift 
AA substitution 
RNA splicing 
AA substitution 
AA substitution 
Stop codon 
stop codon 
Stop codon 
Stop codon 



Table 4 

FANCD2 Coding Changes/Mutations 



Mutation 

3707G>A 
376A>G 
904OT 
9580T 
Exon 17del 



Type 

AA substitution 
RNA splicing 
AA substitution 
stop codon 
exon skip 



15 



Table 5 

FANCE Coding Changes/Mutations 

Mutation Type 

3707G>A AA substitution 

376A>G RNA splicing 

904OT AA substitution 

9580T stop codon 

Exon17del exon skip 



20 
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Table 6 

FANCF Coding Changes/Mutations 
Mutation Type 



16C>T 
230-252del 

3270G 
349-395del 
484-485del 



stop codon 
deletion 

stop codon 
deletion 

frameshift 



FANCG CODING CHANGES/MUTATIONS 
Table 7 



Mutation Type 



IVS3+1G>C 


RNA splicing 


244-245insG 


frameshift 


313G>T 


stop codon 


1066C>T 


stop codon 


IVS8-2A>G 


RNA splicing 


IVS11+1G>C 


RNA splicing 


1649delC 


frameshift 


1642C>T 


stop codon 


109-1 10del 


frameshift 


1 183-1 192dei 


frameshift 


1310-131 1insGA 


frameshift 


1636G>C 


AA substitution 


1715G>A 


stop codon 


1749delA 


frameshift 


212T>C 


AA substitution 


346-347del 


frameshift 


652C>T 


stop codon 


IVS13-1G>C 


RNA splicing 


IVS2+1G>A 


exon skip 


IVS5+1G>T 


RNA splicing 


IVS9-1G/C 


RNA splicing 



15 
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Definitions: 

"Chemotherapeutic DNA Cross-Linking Agents" refer to a class of drugs useful for 
5 chemotherapy are nucleophillic materials capable of being absorbed into the nucleus 
of a cell endocytotically and there cross-linking the DNA, referred to hereinafter as 
DNA cross-linking agents. These cross-linking agents are bifunctional compounds, 
possessing at least two nucleophillic centers capable of covalently bonding to 
electrophyllic centers in the DNA macromolecule. Cross-linking the DNA in the cell 

10 serves to kill the cell as it no longer has normal nuclear functions. The DNA reactive 
cross-linking chemotherapeutic agents referred to in this application are agents well 
known in the art. These agents are bifunctional electrophillic or reactive compounds 
capable of tightly binding to the DNA macromolecule. Included in this class, besides 
the nitrogen mustard, are other nitrogen mustards such as galactose mustard, L- 

1 5 phenylalanine mustard and cyclophosphamide mustard, as well as compounds such 
as formamide, doxorubicin, amphotericin B, mitomycin, l,3-bis(2-chloroethyl)-l- 
nitrosourea (carmustine), thio TEPA, dimethyl myleran, trimethyldamine, and 
numerous others. 

20 "FANC Genes 11 refer to nucleic acids and polypeptides having sequences or 

homologous sequences to the following: 1) FANC-A (e.g., Genbank Accession No.: 
NM_000135; also see Figure 5) 2) FANC-B (not yet cloned) 3) FANC-C (e.g., 
Genbank Accession No.: NM_000136; also see Figure 6) 4) FANC-D1/ (e.g., 
Genbank Accession No.: U43746) BRCA-2 5) FANC-D2 (e.g., Genbank Accession 
No.: NM_033084; also see Figure 7) 6) FANC-E (e.g., Genbank Accession No.: 
NMJ)21922) 7; also see Figure 8) FANC-F (e.g., Genbank Accession No.: 
NM 022725; also see Figure 9) 8) FANC-G (e.g., Genbank Accession No.: 
BC000032; also see Figure 10) 9) BRCA-1 (e.g., Genbank Accession No.: U14680) 
10) ATM (e.g., Genbank Accession No.: U33841)". 

"At Risk" or "Increased Risk" refers to the greater incidence of cancer in those 
patients having altered FANC genes or proteins as compared to those patients without 
alterations in the FANC pathway genes or proteins. "Increased risk" also refers to 
patients who are already diagnosed with cancer and may have an increased incidence 
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15 



20 



25 



30 



of a different cancer form. According to the invention, "increased risk" of cancer 
refers to cancer-associated coding change in a FANC/BRCA pathway gene that 
contributes to a 50%, preferably 90%, more preferably 99% or more increase in the 
probability of acquiring cancer relative to patients who do not have a cancer- 
5 associated coding change in a FANC/BRCA pathway gene. 

"Coding Change" refers to a change in nucleotide sequence within a gene, or outside 
the gene in a regulatory sequence compared to wild type. The change may be a 
deletion, substitution, point mutation, mutation of multiple nucleotides, transposition, 
10 truncation, termination, inversion, frame shift, nonsense mutation or olher forms of 
aberration that differentiate the nucleic acid or protein sequence from that of a 
normally expressed gene in a functional cell where expression and functionality are 
within the normally occurring range. 



"Amphfying" when applied to a nucleic acid sequence refers to a process whereby 
one or more copies of a particular nucleic acid sequence is generated from a template 
nucleic acid, preferably by the method of polymerase chain reaction (Mullis and 
Faloona, 1987, Methods Enzymol., 155:335). "Polymerase chain reaction" or "PCR" 
refers to an in vitro method for amplifying a specific nucleic acid template sequence. 
The PCR reaction involves a repetitive series of temperature cycles and is typically 
performed in a volume of 50-100 .mu.l. The reaction mix comprises dNTPs (each of 
the four deoxynucleotides dATP, dCTP, dGTP, and dTTP), primers, buffers, DNA 
polymerase, and nucleic acid template. The PCR reaction comprises providing a set of 
polynucleotide primers wherein a first primer contains a sequence complementary to a 
region in one strand of the nucleic acid template sequence and primes the synthesis of 
a complementary DNA strand, and a second primer contains a sequence 
complementary to a region in a second strand of the target nucleic acid sequence and 
primes the synthesis of a complementary DNA strand, and amplifying the nucleic acid 
template sequence employing a nucleic acid polymerase as a template-dependent 
polymerizing agent under conditions which are permissive for PCR cycling steps of 
(i) annealing of primers required for amplification to a target nucleic acid sequence 
contained within the template sequence, (ii) extending the primers wherein the nucleic 
acid polymerase synthesizes a primer extension product. "A set of polynucleotide 
primers" or "a set of PCR primers" can comprise two, three, four or more primers. 
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Other methods of amplification include, but are not limited to, ligase chain reaction 
(LCR), polynucleotide-specific base amplification (NSBA), or any other method 
known in the art. 



5 "Polynucleotide Primer" refers to a DNA or RNA molecule capable of hybridizing to 
a nucleic acid template and acting as a substrate for enzymatic synthesis under 
conditions in which synthesis of a primer extension product which is complementary 
to a nucleic acid template is catalyzed to produce a primer extension product which is 
complementary to the target nucleic acid template. The conditions for initiation and 

10 extension include the presence of four different deoxyribonucleoside triphosphates 
and a polymerization-inducing agent such as DNA polymerase or reverse 
transcriptase, in a suitable buffer ("buffer" includes substituents which are cofactors, 
or which affect pH, ionic strength, etc.) and at a suitable temperature. The primer is 
preferably single-stranded for maximum efficiency in amplification. "Primers" useful 

15 in the present invention are generally between about 10 and 35 nucleotides in length, 
preferably between about 15 and 30 nucleotides in length, and most preferably 
between about 18 and 25 nucleotides in length. 

"Cancer-Associated Coding Change" refers to any sequence change in the amino acid 
20 sequence of a protein encoded by a FANC/BRCA gene, as defined herein, harbors a 
defect, as defined herein, that can cause or is associated with a cancer in a patient. 

"Defect" refers to any alteration of a gene or protein within the FANC/BRCA 
pathway, and/or proteins, with respect to any unaltered gene or protein within the 
25 FANC/BRCA pathway. 

"Tumor" refers to a neoplasm that may either be malignant or non-malignant. Tumors 
of the same tissue type originate in the same tissue, and may be divided into different 
subtypes based on their biological characteristics. 



30 



"Cancer" refers to a malignant disease caused or characterized by the proliferation of 
cells which have lost susceptibility to normal growth control. "Malignant disease" 
refers to a disease caused by cells that have gained the ability to invade either the 
tissue of origin or to travel to sites removed from the tissue of origin. 
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A patient is "treated" according to the invention if one or preferably more symptoms 
of cancer as described herein are eliminated or reduced in severity, or prevented from 
progressing or developing further. 

5 

"Therapeutically effective amount" refers to the total amount of each active 
component of the pharmaceutical composition or method that is sufficient to show a 
meaningful patient benefit, i.e., treatment, healing, prevention or amelioration of the 
relevant medical condition, or an increase in rate of treatment, healing, prevention or 
10 amelioration of such conditions. 

"A reduced growth rate" refers to a decrease of 50%, preferably 90%, more preferably 
99% and most preferably 100% in the rate of cellular proliferation of a tumor cell line 
with a FANC/BRCA cancer-associated coding change that is being treated with a 
1 5 potential therapeutic agent relative to cells of a the same tumor cell line that is not 
. being treated with a potential therapeutic agent . 

"Microarray", or "Array", refers to a plurality of unique biomolecules attached to one 
surface of a solid support. Preferably, a biomolecule of the invention a potential 

20 therapeutic agent as described herein. In this embodiment, the microarray of the 

invention comprises nucleic acids, proteins, polypeptides, peptides, fusion proteins or 
small molecules that are immobilised on a solid support, generally at high density. 
Each of the biomolecules is attached to the surface of the solid support in a pre- 
selected region. Suitable solid supports are available commercially, and will be 

25 apparent to the skilled person. The supports may be manufactured from materials such 
as glass, ceramics, silica and silicon. The supports usually comprise a flat (planar) 
surface, or at least an array in which the molecules to be interrogated are in the same 
plane. In one embodiment, the array is on microbeads. In one embodiment, the array 
comprises at least 10, 500, 1000, 10,000 different biomolecules attached to one 

30 surface of the solid support. 

In the present application, nucleotide names are listed in the tables of the 
application in abbreviated form, for example, "A" for adenine; "G" for guanine, "T" 
for thymine, 'C" for cytosine and "U" for uracil. The terminology used for identifying 

20 
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nucleotide positions/ substitutions/ deletions is illustrated as follows: 862G>T 
indicates that the guanine base at position 862 has been replaced with a thymine. In 
addition, other abbreviations used in the tables of the application include "ex" 
representing exon(s), "del" representing deletion and "ins" representing insertion. 
5 Other terminology used in the tables of the application are well-known to those 
skilled in the art. In terms of determining the coding changes/ mutations of FANC 
genes listed in the Fanconi Anemia Mutation Database cited above reference is made 
to the reference nucleotide and amino acid sequences found in Figures 5 thru 10 of the 
present application. 

Pharmaceutical Compositions 

Another aspect of the invention pertains to pharmaceutical compositions of the 
chemotherapeutic DNA cross-linking agents useful in the methods of the invention. 
The pharmaceutical compositions of the invention typically comprise a compound 
useful in the methods of the invention and a pharmaceutically acceptable carrier. As 
used herein "pharmaceutically acceptable carrier" includes any and all solvents, 
dispersion media, coatings, antibacterial and antifungal agents, isotonic and 
absorption delaying agents, and the like that are physiologically compatible. The type 
of carrier can be selected based upon the intended route of administration. In various 
embodiments, the carrier is suitable for intravenous, intraperitoneal, subcutaneous, 
intramuscular, topical, transdermal or oral administration. Pharmaceutically 
acceptable carriers include sterile aqueous solutions or dispersions and sterile powders 
for the extemporaneous preparation of sterile injectable solutions or dispersion. The 
use of such media and agents for pharmaceutically active substances is well known in 
the art. Except insofar as any conventional media or agent is incompatible with the 
active compound, use thereof in the pharmaceutical compositions of the invention is 
contemplated. Supplementary active compounds can also be incorporated into the 
compositions. 

Therapeutic compositions typically must be sterile and stable under the 
conditions of manufacture and storage. The composition can be formulated as a 
solution, microemulsion, liposome, or other ordered structure suitable to high drug 
concentration. The carrier can be a solvent or dispersion medium containing, for 
example, water, ethanol, polyol (for example, glycerol, propylene glycol, and liquid 
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polyetheylene glycol, and the like), and suitable mixtures thereof. The proper fluidity 
can be maintained, for example, by the use of a coating such as lecithin, by the 
maintenance of the required particle size in the case of dispersion and by the use of 
surfactants. In many cases, it will be preferable to include isotonic agents, for 
5 example, sugars, polyalcohols such as mannitol, sorbitol, or sodium chloride in the 
composition. Prolonged absorption of the injectable compositions can be brought 
about by including in the composition an agent which delays absorption, for example, 
monostearate salts and gelatin. Moreover, the compounds can be administered in a 
time release formulation, for example in a composition which includes a slow release 

10 polymer. The active compounds can be prepared with carriers that will protect the 
compound against rapid release, such as a controlled release formulation, including 
implants and microencapsulated delivery systems. Biodegradable, biocompatible 
polymers can be used, such as ethylene vinyl acetate, polyanhydrides, polyglycolic 
acid, collagen, polyorthoesters, polylactic acid and polylactic, polyglycolic 

1 5 copolymers (PLG). Many methods for the preparation of such formulations are 
generally known to those skilled in the art 



Sterile injectable solutions can be prepared by incorporating the active 
compound in the required amount in an appropriate solvent with one or a combination 
of ingredients enumerated above, as required, followed by filtered sterilization. 
Generally, dispersions are prepared by incorporating the active compound into a 
sterile vehicle which contains a basic dispersion medium and the required other 
ingredients from those enumerated above. In the case of sterile powders for the 
preparation of sterile injectable solutions, the preferred methods of preparation are 
vacuum drying and freeze-drying which yields a powder of the active ingredient plus 
any additional desired ingredient from a previously sterile-filtered solution thereof. 

Depending on the route of administration, the compound may be coated in a 
material to protect it from the action of enzymes, acids and other natural conditions 
which may inactivate the agent. For example, the compound can be adnunistered to a 
subject in an appropriate carrier or diluent co-adniinistered with enzyme inhibitors or 
in an appropriate carrier such as liposomes. Pharmaceutically acceptable diluents 
include saline and aqueous buffer solutions. Enzyme inhibitors include pancreatic 
trypsin inhibitor, diisopropylfluoro-phosphate (DEP) and trasylol. Liposomes include 



22 



WO 2004/061082 




PCT/US2003/041127 



water-in-oil-in-water emulsions as well as conventional liposomes (Strejan, et al., 
(1984) J. Neuroimmunol 7:27). Dispersions can also be prepared in glycerol, liquid 
polyethylene glycols, and mixtures thereof and in oils. Under ordinary conditions of 
storage and use, these preparations may contain a preservative to prevent the growth 
5 of microorganisms. 



The active agent in the composition (i.e., chemotherapeutic DNA cross-linking 
agent) preferably is formulated in the composition in a therapeutically effective 
amount. A 'therapeutically effective amount" refers to an amount effective, at 

1 0 dosages and for periods of time necessary, to achieve the desired therapeutic result to 
thereby influence the therapeutic course of a particular disease state. A therapeutically 
effective amount of an active agent may vary according to factors such as the disease 
state, age, sex, and weight of the individual, and the ability of the agent to elicit a 
desired response in the individual. Dosage regimens may be adjusted to provide the 

15 optimum therapeutic response. A therapeutically effective amount is also one in 
which any toxic or detrimental effects of the agent are outweighed by the 
therapeutically beneficial effects. In another embodiment, the active agent is 
formulated in the composition in a prophylactically effective amount. A 
"prophylactically effective amount" refers to an amount effective, at dosages and for 

20 periods of time necessary, to achieve the desired prophylactic result. Typically, since 
a prophylactic dose is used in subjects prior to or at an earlier stage of disease, the 
prophylactically effective amount will be less than the therapeutically effective 
amount. 



25 The amount of active compound in the composition may vary according to 

factors such as the disease state, age, sex, and weight of the individual. Dosage 
regimens may be adjusted to provide the optimum therapeutic response. For example, 
a single bolus may be administered, several divided doses may be administered over 
time or the dose may be proportionally reduced or increased as indicated by the 

30 exigencies of the therapeutic situation. It is especially advantageous to formulate 

parenteral compositions in dosage unit form for ease of administration and uniformity 
of dosage. Dosage unit form as used herein refers to physically discrete units suited as 
unitary dosages for the mammalian subjects to be treated; each unit containing a 
predetermined quantity of active compound calculated to produce the desired 
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therapeutic effect in association with the required pharmaceutical carrier. The 
specification for the dosage unit forms of the invention are dictated by and directly 
dependent on (a) the unique characteristics of the active compound and the particular 
therapeutic effect to be achieved, and (b) the limitations inherent in the art of 
5 compounding such an active compound for the treatment of sensitivity in individuals. 

A compound of the invention can be formulated into a pharmaceutical 
composition wherein the compound is the only active agent therein. Alternatively, the 
pharmaceutical composition can contain additional active agents. For example, two or 
10 more compounds of the invention may be used in combination. 

This invention is further illustrated by the following examples which should 
not be construed as limiting. The contents of all references, patents, and published 
patent applications cited throughout this application, as well as the figures, are 
1 5 incorporated herein by reference. 

Exemplification: 

20 Methods and Materials: 

The following materials and methods were used in Examples 1-3 unless otherwise 
noted. 

25 Samples 

For the FA pathway screen by Fancd2 immunoblot, we included breast and prostate 
cancer cell lines because of the role of BRCA2 in familial breast cancer and young- 
onset prostate cancer (Edwards, S. M. et al. Two percent of men with early-onset 
prostate cancer harbor germline mutations in the BRCA2 gene. Am J Hum Genet 72, 
30 1-12, 2003; Cancer risks in BRCA2 mutation carriers.The Breast Cancer Linkage 
Consortium. J Natl Cancer Inst 91, 1310-6, 1999). Because of the occurrence of 
HNSCC in a substantial percentage of FA patients who survive until adulthood 
(Kutler, D. I. et al. High incidence of head and neck squamous cell carcinoma in 
patients with Fanconi anemia. Arch Otolaryngol Head Neck Surg 129, 106-12, 2003), 
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we included eight HNSCC cell lines. A number of cell lines were previously tested by 
the National Cancer Institute for sensitivity to various chemotherapeutic agents 
(http://dtp.nci.nih.gov); the two cell lines most sensitive to MMC (SW-1088, 
astrocytoma and NCI-H460, large cell lung cancer) were obtained from ATCC 
5 (American Type Culture Collection, Manassas, Virginia) and included in our panel. 
Pancreatic cancer cell lines MiaPaCa2, BxPC3, Panc-1, AsPCl, Su86.86, CFPAC, 
CAPAN1, CAPAN2, Hs766T, Hpaf H, Colo357, Mpanc96; breast cancer cell lines 
MDAMB 175-VH, MDAMB 231, MDAMB 361, MDAMB 436, MDAMB 453, 
MDAMB 461, MDAMB 468, BT 474, BT 549, ZR75-1, ZR75-30, SKBR3, MCF7, 

10 HS578; head and neck cancer cell lines Detroit 562, FaDu, SCC-15, SCC-25, Cal27, 
RPMI-2650, A-253, SW-579 and prostate cancer cell lines MDA Pca-2b, DU145, 
PC3, LNcap were obtained from the ATCC and ECACC (European Collection of 
Animal Cell Cultures, Salisbury, UK). Prostate cancer cell lines C2-4B and CWR22 
were kindly provided by Dr A. M. DeMarzo (Department of Pathology, Johns 

15 Hopkins University). Pancreatic cancer cell lines Pane 3.27 (PL1 1), Pane 6.03, Pane 
8.13, Pane 2.03, Pane 2.13, Pane 1.28, Pane 4.21, Pane 5.04, PL3, PL5, PL6 and PL13 
were kindly provided by Dr. E. M. Jaffee (Department of Oncology, Johns Hopkins 
University); PL45 was created in our lab (Caldas, C. et al. Frequent somatic mutations 
and homozygous deletions of the pl6 (MTS1) gene in pancreatic adenocarcinoma. 

20 Nat Genet 8, 27-32, 1994). Pane 3.27, Pane 6.03, Pane 8.13, Pane 2.03, Pane 2.13 and 
PL45 are also available from ATTC. Cells were grown in media supplemented with 
10% fetal bovine serum, penicillin/streptomycin and L-glutamine. Xenograft PX191 
was established as previously described (Hahn, S. A. et al. Allelotype of pancreatic 
adenocarcinoma using xenograft enrichment. Cancer Res 55, 4670-5, 1995). 

25 . 

Fancd2 immunoblots 

Equal numbers of cells were grown in 6-well plates and treated with or without 
MMC, 45 nM, for 1 8-24 hours, or irradiated with 1 5 Gy and incubated for 2 hours. 
30 Cells were lysed, boiled and loaded on 3-8% tris-acetate polyacrylamide gels 

(Invitrogen, Carlsbad, California). Protein was transferred onto a PVDF membrane 
and blocked for one hour in TBST (tris-buffered saline; Tween-20) 5% milk. Blots 
were incubated with mouse anti-Fancd2 antibody (sc20022, Santa Cruz 
Biotechnology, Santa Cruz, California), diluted 1:1000, overnight at room 
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temperature. Blots were washed with TBST and incubated with goat anti-mouse HRP. 
Binding was detected using Super Signal West Pico chemiluminescence substrate 
(Pierce Biotechnology, Rockford, Illinois). 

5 Sequencins and Deletion mapping 

FANCC and FANCG were sequenced as described in: van der Heijden, M. S., Yeo, 
C. J., Hruban, R. H. & Kern, S. E. Fanconi anemia gene mutations in young-onset 
pancreatic cancer. Cancer Res 63, 2585-8. (2003).; FANCA, FANCE and FANCF 
were sequenced using automated sequencing. Primers for sequencing and for 
10 determination of the breakpoints of the homozygous deletion were purchased from 
IDT DNA (Coralville, Iowa). 



15 Survival studies 

Picogreen: 1.2 x 10 3 cancer cells per well were incubated with various concentrations 
of MMC (Sigma, Saint Louis, Missouri; range 0-4.5 juM) or cisplatin (Sigma; range 
0-10 nM) in 96-well plates. Cells were incubated for a period of time long enough to 
allow non-treated cells to reach at least a threefold increase in fluorescence as 

20 compared to day 1 (3-7 days). Medium was changed every 48 hours. Cells were 
washed with PBS, and lysed in 100 \xL sterile water. After 1 hour, 100 pi 0.5% 
Picogreen (Molecular Probes, Eugene, Oregon) in tris-EDTA buffer was added to 
each well. After 45 minutes, wells were read in a fluorometer. Survival was calculated 
as a percentage; the wells without drugs were considered as 100 percent. Each 

25 experiment was done in duplicate; at least six experiments per cell line per 
concentration were performed. 

Cell counts: 1 x 10 5 cells were plated in tissue culture flasks (25 cm 2 ). The next day, 
the medium was substituted with MMC-containing medium (range 0-4.5 |xM). Cells 
were counted after 3-4 population doublings (4-7 days) using a hemacytometer. Four 
30 experiments per cell line/concentration were done. 

Cell cycle analysis 

Cells were cultured in 25 cm 2 flasks and treated with MMC for two hours. Cells were 
washed with PBS and incubated with normal tissue culture medium for 48 hours. 



26 



WO 2004/061082 




PCT/US2003/041127 



Cells were obtained by trypsinization and resuspended in 3.7% paraformaldehyde in 
PBS, stained with Hoechst 33258 (Sigma), incubated at 4°C for 10 min and analyzed 
using a flow cytometer. A "G2/M arrest* • was defined as a twofold increase of the 
percentage of cells in G2/M, as compared to untreated cells. 

5 

Example 1: FA Pathway Defec ts Identified by Fancd2 Monoubiauitination 

The FA proteins Fanca, Fancc, Fance, Fancf and Fancg assemble in a nuclear 
complex in response to DNA damage from crosslinking agents. This multiprotein 
1 0 complex is required for the monoubiquitination of Fancd2. Recently, evidence has 
been provided that PHF9 (FANDCL), another member of the Fanconi nuclear 
complex, has an important role in Fancd2 monoubiquitination (Meetei, A. R. et al. A 
novel ubiquitin ligase is deficient in Fanconi anemia. Nat Genet 35, 165-70, 2003). 
An immunoblot for Fancd2 after MMC treatment normally detects a short (Fancd2-S; 
15 155 kD) and a long (Fancd2-L, mono-ubiquitinated; 162 kD) isoform. The presence 
of only the short band is indicative of a defect in the upstream FA pathway (Gregory, 
R. C, Taniguchi, T. & D f Andrea, A. D. Regulation of the Fanconi anemia pathway by 
monoubiquitination. Semin Cancer Biol 13, 77-82, 2003). To assess the pathogenicity 
of previously described changes in the FANCC and FANCG genes in pancreatic 
cancer cell lines (table 1), a Fancd2 immunoblot analysis of cells treated with MMC 
was used to analyze Hs766T, Su86.86, CAPAN1 and CAPAN2 cells (Fig. 1). Hs766T 
cells contained only the Fancd2-S isoform, indicating a defect in Fancd2 
monoubiquitination. The other cell lines had normal Fancd2 monoubiquitination, 
indicating that the variants in these cell lines are not null alleles. The Brca2 protein 
functions downstream in the FA pathway or in a separate pathway with overlapping 
functions (D'Andrea, A. D. & Grompe, M. The Fanconi anaemia/BRCA pathway. Nat 
Rev Cancer 3, 23-34, 2003). CAPAN1 cells, carrying a mutation in BRCA2 
(Goggins, M. et al. Germline BRCA2 gene mutations in patients with apparently 
sporadic pancreatic carcinomas. Cancer Res 56, 5360-4, 1996), were thus found to 
undergo Fancd2 monoubiquitination (Fig. l).We next extended our functional test of 
the FA pathway to a panel of 21 pancreatic cancer cell lines, 14 breast cancer cell 
lines, 6 prostate cancer cell lines, 8 HNSCC cell lines, a glioma cell line and a lung 
cancer cell line (Fig. 1 and data not shown). Two additional cell lines were found to 
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be defective in Fancd2 monoubiquitination: the pancreatic cancer cell line PL1 1 and 
the HNSCC cancer cell line FaDu. All defects were confirmed with separately 
prepared lysates. In the case of FaDu, a faint shadow above the short Fancd2 isofonn 
was seen on each immunoblot, although an unambiguous monoubiquitinated band 
5 was never seen. Several additional Fancd2 immunoblots, including immunoblots on 
lysates after irradiation (Fig. 1) and on an aliquot separately purchased (data not 
shown) resulted in similar findings. A total of 8 FaDu-lysates (including untreated, 
MMC treated and irradiated samples) was examined; each of these samples failed to 
show a monoubiquitinated Fancd2-isoform. We next examined these cell lines for 

10 genetic defects in FANCC and FANCG, the only FA genes proximal to BRCA2 

shown to date to be mutated in cancers in non-FA patients. The pancreatic cancer cell 
line PL1 1 had a deletion of eight exons of FANCC: exons 7-14 (Fig. 2). The deletion 
was further analyzed by PCR with additional primer sets: at the 5' end, the breakpoint 
was found to occur between IVS6+88 and IVS6+1018; at the 3* end the breakpoint 

1 5 was mapped down to a region between 1 5,057 and 20,846 basepairs downstream from 
the stopcodon. PL1 1 was derived independently from the same surgically resected 
cancer as was the xenograft PX192. Analysis of this xenograft showed the same 
homozygous deletion, proving that this homozygous deletion must have been present 
in the original tumor. A heterozygous polymorphism was encountered between exons 

20 7 and 8 in normal DNA taken from the same patient, indicating that the deletion was 
somatic, with loss of the other allele. No mutations in FANCC and FANCG were 
found in FaDu. Next, we sequenced FANCA, FANCE and FANCF in FaDu: no 
mutations were found. 

25 Example 2 : FA Defects are Associated with Increased Cytotoxicity bv 
Crosslinlrin g Agents 

The FA-defective pancreatic cancer cell lines Hs766T (FANCG-mutated), PL1 1 
(FANCC-mutated) and CAPAN1 (BRCA2-mutated) and FA-proficient cell lines 
30 Su86.86 and MiaPaCa2 were treated with various concentrations of either MMC or 
cisplatin, and incubated in 96-well plates. Relative cell numbers were determined by 
measurement of doublestranded DNA content using Picogreen; wells containing no 
compound were used as controls. The same experiments were done with the HNSCC 
cell lines FaDu (FA- defective), Detroit 562 and A-253. The FA-defective cell lines 
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Hs766T, PL1 1 and CAPAN1 had an increased sensitivity to MMC, as compared to 
MiaPaCa2 and Su86.86 (Fig 3A). CAPAN1 and PL1 1 are hypersensitive to cisplatin 
(Fig 3B); Su86.86 and Hs766T were less sensitive than CAPAN1 and PL1 1, but had 
an increased sensitivity to cisplatin as compared to MiaPaCa2. To confirm the results 
5 obtained with the Picogreen assay, we also assessed sensitivity to MMC of the cell 
lines MiaPaCa2, Su86.86, CAPAN1 and Hs766T with manual (hemacytometer) cell 
counts. This assay confirmed their hypersensitivity to MMC (Fig. 3C). The FA- 
defective HNSCC cell line FaDu was also hypersensitive to MMC (Fig. 3D), but not 
to cisplatin (Fig. 3E), as compared to the FA-proficient HNSCC cell lines A-253 and 
10 Detroit 562. 

Example 3: G2/M Cell Cvc le Arrest bv Low-Dose Crosslinking Agents in FA- 
Defective Cancer Lines 

1 5 The methods used to investigate cell "survival" upon treatment with MMC and 

cisplatin sum the effects of cell death, slow growth and the occurrence of a cell cycle 
arrest. To determine the potential contribution of an arrest, we analyzed cell cycle 
distributions of DNA content after MMC treatment. Six pancreatic cancer cell lines 
(BxPC3, MiaPaCa2, Su86.86, PL1 1, Hs766T and CAPAN1) and one HNSCC cell 

20 line (FaDu) were analyzed 48 hours after MMC treatment for 2 hours; a G2/M arrest 
was defined as a twofold increase of the fraction of cells containing 4N DNA content, 
as compared to untreated cells (Fig. 4). Hs766T arrested in G2/M at a MMC 
concentration of 100 nM, PL1 1 at 100 nM, CAPAN1 at 200 nM and FaDu at 500 nM, 
whereas control pancreatic cancer cell lines MiaPaCa2, Su86.86 and BxPC3 arrested 

25 at MMC concentrations as high as 2 yM. These results further established the 
hypersensitivity of FA-defective cancer cells to crosslinking agents. 

All publications, patents and patent applications disclosed herein are 
incorporated into this application by reference in their entirety; including US Patent 
30 No. 5,952,190, US Patent Application No. 20030188326 and "Sambrooke* al t 

Molecular Cloning. A Laboratory Manual (volumes I-III) 1989, Cold Spring Harbor 
Laboratory Press, USA", "Hariowe and Lane, Antibodies a Laboratory Manual 1988 
and 1998, Cold Spring Harbor Laboratory Press, USA" and "Ausubel et al, Current 
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Protocols, 2001, John Wiley and sons, Inc." provide sections describing methodology 
for antibody generation and purification, diagnostic platforms, cloning procedures, 
etc. that may be used in the practice of the instant invention. 
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We claim: 

1. A method of diagnosing or determining if a patient has cancer or is at increased risk 
of cancer, the method comprising testing a FANC gene for the presence of a cancer- 

5 associated coding change, wherein said presence of one or more cancer-associated 
coding changes is indicative of cancer or an increased risk of cancer in said patient. 

2. The method according to claim 1, wherein said cancer is pancreatic cancer. 

10 3. The method according to claim 1, wherein said cancer-associated coding change in 
the FANCC gene is selected from the group consisting of : mutations of the FANCA 
gene listed in Table 2, mutations of the FANCC gene listed in Table 3, mutations of 
the FANCD2 gene listed in Table 4, mutations of the FANCE gene listed in Table 5, 
mutations of the FANCF gene listed in Table 6, mutations of the FANCG gene listed 

15 in Table 7. 

4. A method of determining if a patient has cancer, or is at increased risk of 
developing cancer comprising the steps of: (a) providing a DNA sample from said 
patient; (b) amplifying the FANC gene from said patient with the FANC gene-specific 

20 polynucleotide primers; (c) sequencing the amplified FANCC gene; and (d) 

comparing the FANC gene sequence from said patient to a reference FANC gene 
sequence, where a discrepancy between the two gene sequences indicates the presence 
of a cancer-associated coding change; wherein the presence of one or more cancer- 
associated coding changes indicates said patient has cancer or is at an increased risk 

25 of developing cancer. 

5. The method according to claim 4, wherein said cancer-associated coding change in 
the FANCC gene is selected from the group consisting of : mutations of the FANCA 
gene listed in Table 2, mutations of the FANCC gene listed in Table 3, mutations of 

30 the FANCD2 gene listed in Table 4, mutations of the FANCE gene listed in Table 5, 
mutations of the FANCF gene listed in Table 6, mutations of the FANCG gene listed 
in Table 7. 
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6. The methods according to either of claims 4 and 5, wherein said cancer is 
pancreatic cancer. 

7. A method of treating a patient having cancer or having a risk of developing cancer 
5 who has one or more cancer-associated coding changes in the FANC genes 

comprising the step of administering a therapeutically effective amount of a 
chemotherapeutic DNA cross-linking agent. 

8. The method according to claim 7, wherein said cancer-associated coding change in 
10 the FANCC gene is selected from the group consisting of : mutations of the FANC A 

gene listed in Table 2, mutations of the FANCC gene listed in Table 3, mutations of 
the FANCD2 gene listed in Table 4, mutations of the FANCE gene listed in Table 5, 
mutations of the FANCF gene listed in Table 6, mutations of the FANCG gene listed 
in Table 7. 

9. The methods according to either of claims 7 and 8, wherein the said cancer is 
pancreatic cancer. 

10. The methods according to either of claims 7 and 8, wherein the therapeutically 
20 effective amount of a chemotherapeutic DNA cross-linking agent is a low dose of 

agent. 

1 1 . The method according to claim 10, wherein the low dose of agent is a daily dose 
at one-twentieth to one-fifteenth the standard dose. 

25 

12. The method according to any of claims 7-11, wherein said chemotherapeutic 
cross-Unking agent is mitomycin C. 

13. The method according to any of claims 7-11, wherein said chemotherapeutic 
30 cross-linking agent is cisplatin. 

14. A method for screening for a cancer therapeutic, the method comprising the steps 
of: (a) providing one or more cells containing one or more cancer associated coding 
changes in the FANC genes; (b) growing said cells in the presence of a potential 
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cancer therapeutic; and (c) determining the rate of growth of said cells in the presence 
of said potential cancer therapeutic relative to the rate of growth of equivalent cells 
grown in the absence of said potential cancer therapeutic; wherein a reduced rate of 
growth of said cells in the presence of said potential cancer therapeutic, relative to the 
rate of growth of equivalent cells grown in the absence of said potential cancer 
therapeutic, indicates that the potential cancer then is a cancer therapeutic. 

15. The method of claim 21, wherein said cells containing one or more cancer 
associated coding changes in the FANC genes are distributed in a array. 

16. A kit for detecting cancer-associated coding changes in the FANC gene, 
comprising a polynucleotide primer pair specific for the FANC gene, a reference 
FANC gene sequence and packaging materials therefore. 



15 1 7. A microarray containing one or more nucleic acid sequences from one or more 
FANC genes with cancer-associated coding changes. 

18. The microarray of claim 27, wherein said cancer-associated coding change in the 
FANCC gene is selected from the group consisting of : mutations of the FANCA gene 
20 listed in Table 2, mutations of the FANCC gene listed in Table 3, mutations of the 
FANCD2 gene listed in Table 4, mutations of the FANCE gene listed in Table 5, 
mutations of the FANCF gene listed in Table 6, mutations of the FANCG gene listed 
in Table 7. 



25 19. The microarray of claim 18, wherein said cancer-associated coding change in the 
FANCG gene is selected from the group consisting of : E105ter with loss of 
heterozygosity; and S7F with loss of heterozygosity. 

30. The microarray of claim 27, wherein said cancer-associated coding change in the 
30 BRCA2 gene is 6174delT with loss of hetreozygosity. 

3 1 . A method of determining if a patient has cancer, or is at increased risk of 
developing cancer, said method comprising the steps of: (a) providing the microarray 
of claim 27; (b) providing a nucleic acid sample from said patient; (c) hybridizing said 
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nucleic acid sample to said nucleic acid sequences from FANCC, FANCG or BRCA2 
genes with cancer-associated coding changes on said microarray; and (d) detecting the 
presence of cancer-associated coding changes in the nucleic acid sample from said 
patient; wherein said detecting the presence of cancer-associated coding changes is 
5 indicative of a patient who has cancer, or is at increased risk of developing cancer. 
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Figure 1: Screen for Fanconi Anemia defects by Fancd2 monoubiquitination assay. 
Equal cell numbers were untreated, or incubated with MMC fori 8-20 hours, or irradiated 
with 15 Gy and incubated for 2 hours, after which protein lysates were made. Protein 
lysates were immunoblotted for Fancd2. Lack of the upper band indicates a defect in the 
proximal Fanconi pathway. 
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Figure 2: Homozygous deletion of exons 7-14 in pancreatic cancer cell line PL11. 

DNA from pancreatic cancer cell line BxPC3 was used as a control; exons for both 
samples were amplified in the same PCR plate. Independent reactions were used to 
confirm the deletion in PL1 1 and in the parallel xenograft PX1 92. 




MMC < nM > Cisplatin (nM) 

Fig. 3 FA-defective cell lines are hypersensitive to crosslinking agents, a. MMC 
sensitivity of pancreatic cancer cell lines as measured by population quantitation using & 
measurement of total DNA. b. Cisplatin sensitivity of pancreatic cancer cell lines by DNA 
quantitation, c. MMC sensitivity of pancreatic cancer cell lines as measured by manual 
cell counts. <£ MMC sensitiviy of HNSCC cell lines by DNA quantitation, e. Cisplatin 
sensitivity of HNSCC cell lines by DNA quantitation. Legends are consistent throughout 
a.-c. and cL-e. 
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BxBC3 MaEaca CAPAN1 IIs766T PL1J FaiDu 




Figure 4: FA-defective cancer cell lines arrest in G2/M 48 hours after low 
concentrations ofMMC. Cells were treated with various concentrations of MMC for 2 
hours, and incubated without MMC for 48 hours, after which the cell cycle was analyzed 
using a flow cytometer. 
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FANCA Reference cDNA Sequence 

FIGURE 5A 



ATGTCCGACTCGTGGGTCCCGAACTCCGCCTCGGGCCAGGACCCAGGGGG 5 0 
CCGCCGGAGGGCCTGGGCCGAGCTGCTGGCGGGAAGGGTCAAGAGGGAAA 100 
AATATAATCCTGAAAGGGCACAGAAATTAAAGGAATCAGCTGTGCGCCTC 150 
CTGCGAAGCCATCAGGACCTGAATGCCCTTTTGCTTGAGGTAGAAGGTCC 200 
ACTGTGTAAAAAATTGTCTCTCAGCAAAGTGATTGACTGTGACAGTTCTG 250 
AGGCCTATGCTAATCATTCTAGTTCATTTATAGGCTCTGCTTTGCAGGAT 300 
CAAGCCTCAAGGCTGGGGGTTCCCGTGGGTATTCTCTCAGCCGGGATGGT 350 
TGCCTCTAGCGTGGGACAGATCTGCACGGCTCCAGCGGAGACCAGTCACC 400 
CTGTGCTGCTGACTGTGGAGCAGAGAAAGAAGCTGTCTTCCCTGTTAGAG 450 
TTTGCTCAGTATTTATTGGCACACAGTATGTTCTCCCGTCTTTCCTTCTG 500 
TCAAGAATTATGGAAAATACAGAGTTCTTTGTTGCTTGAAGCGGTGTGGC 550 
ATCTTCACGTACAAGGCATTGTGAGCCTGCAAGAGCTGCTGGAAAGCCAT 600 
CCCGACATGCATGCTGTGGGATCGTGGCTCTTCAGGAATCTGTGCTGCCT 650 
TTGTGAACAGATGGAAGCATCCTGCCAGCATGCTGACGTCGCCAGGGCCA 700 
TGCTTTCTGATTTTGTTCAAATGTTTGTTTTGAGGGGATTTCAGAAAAAC 750 
TCAGATCTGAGAAGAACTGTGGAGCCTGAAAAAATGCCGCAGGTCACGGT 800 
TGATGTACTGCAGAGAATGCTGATTTTTGCACTTGACGCTTTGGCTGCTG 850 
GAGTACAGGAGGAGTCCTCCACTCACAAGATCGTGAGGTGCTGGTTCGGA 900 
GTGTTCAGTGGACACACGCTTGGCAGTGTAATTTCCACAGATCCTCTGAA 950 
GAGGTTCTTCAGTCATACCCTGACTCAGATACTCACTCACAGCCCTGTGC 1000 
TGAAAGCATCTGATGCTGTTCAGATGCAGAGAGAGTGGAGCTTTGCGCGG 1050 
ACACACCCTCTGCTCACCTCACTGTACCGCAGGCTCTTTGTGATGCTGAG 1100 
TGCAGAGGAGTTGGTTGGCCATTTGCAAGAAGTTCTGGAAACGCAGGAGG 1150 
TTCACTGGCAGAGAGTGCTCTCCTTTGTGTCTGCCCTGGTTGTCTGCTTT 1200 
CCAGAAGCGCAGCAGCTGCTTGAAGACTGGGTGGCGCGTTTGATGGCCCA 1250 
GGCATTCGAGAGCTGCCAGCTGGACAGCATGGTCACTGCGTTCCTGGTTG 13 00 
TGCGCCAGGCAGCACTGGAGGGCCCCTCTGCGTTCCTGTCATATGCAGAC 1350 
TGGTTCAAGGCCTCCTTTGGGAGCACACGAGGCTACCATGGCTGCAGCAA 1400 
GAAGGCCCTGGTCTTCCTGTTTACGTTCTTGTCAGAACTCGTGCCTTTTG 1450 
AGTCTCCCCGGTACCTGCAGGTGCACATTCTCCACCCACCCCTGGTTCCC 1500 
GGCAAGTACCGCTCCCTCCTCACAGACTACATCTCATTGGCCAAGACACG 1550 
GCTGGCCGACCTCAAGGTTTCTATAGAAAACATGGGACTCTACGAGGATT 1600 
TGTCATCAGCTGGGGACATTACTGAGCCCCACAGCCAAGCTCTTCAGGAT 1650 
GTTGAAAAGGCCATCATGGTGTTTGAGCATACGGGGAACATCCCAGTCAC 1700 
CGTCATGGAGGCCAGCATATTCAGGAGGCCTTACTACGTGTCCCACTTCC 1750 
TCCCCGCCCTGCTCACACCTCGAGTGCTCCCCAAAGTCCCTGACTCCCGT 1800 
GTGGCGTTTATAGAGTCTCTGAAGAGAGCAGATAAAATCCCCCCATCTCT 1850 
GTACTCCACCTACTGCCAGGCCTGCTCTGCTGCTGAAGAGAAGCCAGAAG 1900 
ATGCAGCCCTGGGAGTGAGGGCAGAACCCAACTCTGCTGAGGAGCCCCTG 1950 
GGACAGCTCACAGCTGCACTGGGAGAGCTGAGAGCCTCCATGACAGACCC 2000 
CAGCCAGCGTGATGTTATATCGGCACAGGTGGCAGTGATTTCTGAAAGAC 2 050 
TGAGGGCTGTCCTGGGCCACAATGAGGATGACAGCAGCGTTGAGATATCA 2100 
AAGATTCAGCTCAGCATCAACACGCCGAGACTGGAGCCACGGGAACACAT 2150 
GGCTGTGGACCTCCTGCTGACGTCTTTCTGTCAGAACCTGATGGCTGCCT 22 00 
CCAGTGTCGCTCCCCCGGAGAGGCCGGGTCCCTGGGCTGCCCTCTTCGTG 2250 
AGGACCATGTGTGGACGTGTGCTCCCTGCAGTGCTCACCCGGCTCTGCCA 2300 
GCTGCTCCGTCACCAGGGCCCGAGCCTGAGTGCCCCACATGTGCTGGGGT 2350 
TGGCTGCCCTGGCCGTGCACCTGGGTGAGTCCAGGTCTGCGCTCCCAGAG 2400 
GTGGATGTGGGTCCTCCTGCACCTGGTGCTGGCCTTCCTGTCCCTGCGCT 2450 
CTTTGACAGCCTCCTGACCTGTAGGACGAGGGATTCCTTGTTCTTCTGCC 2500 
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MSD S WVPN S AS GQD PGGRRRAWAE LI»AGRVKREKYN PERAQKLKESAVRI* 5 0 
LRSHQDLNALLLEVEGPLCKKLSLSKVIDCDSSEAYANHSSSFIGSALQD 100 
QASRIiGVPVG I LSAGMVASS VGQ I CTAPAETSH P VLLTVEQRKKLS SLLE 150 
PAQYLIiAHSMFSRiSPCQEIiWKIQSSLLIiEAVWHIiHVQGIVSLQBIiIiESH 200 
PDMHAVGSWLPRNLCCLCBQMEASCQHADVARAMLSDPVQM FVLRGFQKN 250 
SDLRRTVBPEKMPQVTVDVLQRMLI F ALDAIiAAGVQEES STHKI VRCWFG 300 
VFSGHTLGSVISTDPLKRFFSHTLTQILTHSPVLKASDAVQMQREWSPAR 350 
THPLLTSLYRRiFVMLSAEELVGHLQEVLETQE^WQRVLSFVSAIiVVCF 400 
PEAQQLIiEDWAPJ^MAQAFESCQLDSMVTAPLVVRQAAIiEGPSAPLSYAD 450 
WFKAS FGSTRGYHGCSKKALVFLFTFLSELVPFES PRYLQVH IIiHPPLVP 500 
GKYRSLLTDYISIiAKTRLADLKVSIENMGLYEDLSSAGDITEPHSQALQD 550 
VEKAI MVFEHTGN I P VTVM EAS I FRR PYYVSHFLPALLTPRVL PKVPD SR 600 
VAFIESLKRADKI PPSLYSTYCQACSAAEEKPEDAALGVRABPNSAEEPIj 05 0 
GQIiTAALGELRASMTDPSQRDVTS AQVAVI SBRLRAVLGHNEDDSSVEI S 700 
KIQLSINTPRIiEPREHMAVDLLLTSFCQNLMAASSVAPPERPGPWAALFV 750 
RTMCGRVLPAVLTRLCQLLRHQGPSLSAPHVLGLAALAVHIiGESRSALPE 800 
VDVGPPAPGAGLPVPALFDSLLTCRTRDSLFFCIiKFCTAAI S YSLCKFSS 850 
QSRDTLCSCItSPGLIKKFQFLMFRLFSEARQALSEBDVASLSWRPIiHLPS 900 
ADWQRAAIiSIjWTHRTFREVLKEEDVHLTYQDWLHLELBI QPEADALSDTE 950 
RQDFHQWAIHEHFLPESSASGGCDGDIiQAACTILVNALMDFHQSSRS YDH 1000 
SENSDLVFGGRTGNEDI ISRLQBMVADLELQQDLIVPLGHTPSQEHFLFE 1050 
I FRRRLQALTSGWS VAASLQRQREIiLM YKR I IiLRLPS S VLCGS S FQAEQ P 1100 
ITARCEQFFHBVNSEMRNFCSHGGALTQDITAHFFRGLLNACLRSRDPSIi 1150 
MVDFILAKCQTKCPLILTSAIiVWWPSLEPVLLCRWRRHCQSPIiPRELQKIj 1200 
QEGRQFASDFLSPEAASPAPWPDWLSAAALHFAIQQVREENIRKQIiKKIiD 1250 
CEREELLVFLFFFSIMGLLSSHLTSNSTTDLPKAFHVCAAILECIjEKRKI 1300 
SWLALFQLTESDLRLGRLLLRVAPDQHTRLLPFAFYSLLSYFHEDAAIRE 1350 
EAFLHVAVDM YLKLVQIiFVAGDTSTVS P PAGRSLELKGQGN PVELITKAR 1400 
LFliLQLI PRC PKKS F S HVAELLADRGDCD PEVS AALQSRQQ AAPD ADLSQ 1450 
EPHLF. 1456 
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FANCC Reference cDNA Sequence 
FIGURE 6A 



ATGGCTCAAGATTCAGTAGATCTTTCTTGTGATTATCAGTTTTGGATGCA 50 
GAAGCTTTCTGTATGGGATCAGG CTTCCACTTTGGAAACCCAGCAAGACA 100 
CCTGTCTTCACGTGGCTCAGTTCCAGGAGTTCCTAAGGAAGATGTATGAA 150> 
GCCTTGAAAGAGATGGATTCTAATACAGTCATTGAAAGATTCCCCACAAT 2O0> 
TGGTCAACTGTTGGCAAAAGCTTGTTGGAATCCTTTTATTTTAGCATATC 2 5 0 > 
ATGAAAGCCAAAAAATTCTAATATGGTGCTTATCTTGTCTAATTAACAAA 300> 
GAACCACAGAATTCTGGACAATCAAAACTTAACTCCTGGATACAGGGTGT 350 > 
ATTATCTCATATACTTTCAG CAC TCAGATTTGATAAAG AAGTTG CT CTTT 4 0 0 > 
TCACTCAAG GTCTT GGGTATGCACCTATAGATTACTATCCTGGTTTGCTT 450 > 
AAAAATATGGTTTTATCATTAGCGTCTGAACTCAGAGAGAATCATCTTAA 5 0 0 > 
TGGATTTAACACTCAAAGGCGAATGGCTCCCGAGCGAGTGGCGTCCCTGT 5 5 0 > 
CACGAGTTTGTGTCCCACTTATTACCCTGACAGATGTTGACCCCCTGGTG 60 0> 
GAGGCT CTCC TCATCTGTCATGGACGTGAACCTCAGGAAATCCTCCAGCC 6 5 0 > 
AGAGTTCTTTGAGG CTGTAAACGAGGCCATTTTGCTGAAG AAGATTTCTC 70 0> 
TCCCCATGTCAGCTGTAGTCTGCCTCTGGCTTCGGCZACCTTCCCAGCCTT 750> 
GAAAAAGCAATGCTGCATCTTTTTGAAAAGCTAATCTCCAGTGAGAGAAA 800> 
TTGTCTGAGAAGGATCGAATGCTTTATAAAAGATTCATCGCTG C CTCAAG 85 0> 
CAGCCTGCCACCCTGCCATATTCCGGGTTGTTGATGAGATGTTCAGGTGT 900> 
GCACTCCTGGAAACCGATGGGGCCCTGGAAATCATAGCCACTATTCAGGT 1 0 0 0 > 
GTTTACGCAGTGCTTTGTAGAAGCTCTGGAGAAAGCAAGCAAGCAGCTGC 1050> 
GGTTTGCACTCAAGACCTACTTTCCTTACACTTCTCCATCTCTTGCCATG 110 0> 
GTGCTGCTGCAAGACCCTCAAGATATCCCTCGGGGACACTGGCTCCAGAC 1150> 
ACTGAAGCATATTTCTGAACTGCTCAGAGAAGCAGTTGAAGACCAGACTC 1200> 
ATGGGTCCTGCGGAGGTCCCTTTGAGAGCTGGTTCCTGTTCATTCACTTC 1 2 5 0 > 
GGAGGATGGGCTG AGATGGTGGCAGAG CAATTACTG ATGTCGGCAG CCGA 1 3 0 0 > 
ACCCCCCACGGCCCTGCTGTGGCTCTTGGCCTTCTACTACGGCCCCCGTG 1350> 
ATGGGAGGCAGAGAGCACAGACTATGGTCCAGGTGAAGGCCGTGCTGGGC 14 0 0 > 
CACCTCCTGGCAATGTCCAGAAGCAGCAGCCTCTCAGCCCAGGACCTGCA 1 4 5 0 > 
GACGGTAG CAGGACAGGG CACAG ACACAGACCTCAGAG CTCCTG CACAAC 1 5 0 0 > 
AGCTCATCAGGCACCTTCTCCTCAACTTCCTGCTCTGGGCTCCTGGAGGC 1 5 5 0 > 
CACACGATCGCCTGGGATGTCATCACCCTGATGGCTCACACTGCTGAGAT 1 6 0 0 > 
AACTCACGAGATCATTGGCTTTCTTGACCAGACCTTGTACAGATGGAATC 1 6 5 0 > 
GTCTTGGCATTGAAAGCCCTAGATCAGAAAAACTGGCCCGAGAGCTCCTT 1 7 0 0 > 
AAAG AG CTGCGAACTCAAGTCTAG 1724 
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FIGURE 6B 



MAQDS VDLSCDYQFWMQKLSVWDQASTLBTQQDTCIjHVAQPQE FLRKMYE 5 0 
ALKKMDSNTVIERPPTIGQLIiAKACWNPPILAYDESQKILIWCLCCLINK 100 
EPONSGQSKLNSWIQGVLSHILSAIiRPDKEVALFTQGLGYAPIDYYPGIiIi 15 0 
KNMVLSIiASELRENHLNGFNTQRRMAPERVASLSRVCVPLI TLTDVDPLV 200 
EALL I CHGRE PQE I LQ PE FFEAVNEAI LLKKI SIiPMSAWCLWLRH L PSL 250 
EKAMLKLFEKli I SS ERNCLRRX ECF X KDSS LPQ AACHPA I PRWDEM FRC 300 
ALLETDGALEI IATIQVFTQCFVEALEKASKQLRFALKTYFPYTSPSLAM 350 
VliLQDPQD I PRGH WLQTLKH I S ELLREAVEDQTHGSCGGPPESWP LP IHF 400 
GGWAEMVAEQIiLMSAAEPPTALLWLLAFYYGPRDGRQRA 45 0 

HLLAMSRSSSLSAQDLQTVAGQGTDTDLRAPAQQI/IRHLIiLNFLLWAPGG 500 
HTIAWDVITLMAHTAEITHEI IGFLDQTLYRWNRLGIESPRSEKLARELL 550 
KELRTQV. 558 
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FANCD2 Reference cDNA Sequence 
FIGURE 7A 

so 

AGAAGATGCCTCCAAAACCAGGAAGCAACCACTTTCCAAAAAGACAAA)^ 
AATCTCATATTGCTAATGAAGTT^ 

CTOCTTAAGATATCAGGAATTATTCTTAAAACGGGAGAGAGTCAGAATCA 
ACTAGCTGTGGATCAAATAGCTTTCr aa a ana ar!rw<Jm!n» ^UCZrV 



100 
150 
200 



ACTAG CTGTGG ATCAAATAG CTTTC GAAAAGAAG CTCTTTC AGAC C C Tfia o = n 

GGAGAC^CCCTTCCTATCCCAAAATa^TAGAAGAA^ 

GAGTCTTACATTGAGGATGAAGACAGT1TCAGGAACTGCCTTOT 

TGAGCGTCTGCAGGATGAGGAAGCCAGTATGGGTGCATCTTATTCTAAGA 
GTCTC^TCAAACTGCTTCTGGGGATTnanaTnr^^n^^^m^^^.^^ 



350 
400 



— * ^^w^v^rti^vs^AA^uCAGTATGGGTGCATCTTATTCTAAGa 

GTCTCATCAAACTGCTTCTGGGGATTGACATACTGC^GCCTGCCAT^^ 450 

AAAACCTTATTTGAGAAGTTGCCAGAATATTTTTT 500 

TGATGAAATCAACATACCTCGACTCATTGTCAGTCAACTAAAATG^CT^G 550 
ACAG AGTTGTGG ATGG CAA r:n a r r^rr" n r» r» * * _? CTTG 550 



600 
650 
:c 700 
750 
800 
850 

lTTTCTGAG 900 



1000 
1050 
1100 



1450 



1750 
1800 
1850 



iG 2250 
!C 23 00 
T 2350 



^GACTATGTCCCTCCTCTTGGAAACTTTOATQTGGA^CTCTAGMATA 2^50 
ACACCTCATACTGTTACTGCTATTTCAGCAAAAATCAGAAAGAAAGGAAA 2600 
AATAGAAAGGAAACAAAARACAGATGGCAGC^GAC^TCCTCCTCTGACA Itlo 
C^CTTTCAGAAGAGAAAAATTCAGAATGTGACCCTMGCCATCTCATOG^ 

ACTACATAATTCCCATGCTTTTTTCraarsar.r^o.o.™, 



ACTACATAATTCCCATGCTTTTTTCCGAGAGCTGGACATTGAGGTCTTCT 2800 
CTATTCTACATTGTGGACTTGTGACGAAGTTCATC1TAGATACTGAAATC Hlo 

COTGCTGG7UIGATCTCTCCCAGAAGCTGGAGAGTATGCTGACACCTCCTA llll 
^CCAGGAGAGTCCCCTTOCTCAAGAACAAAGC^GCO^AATAlS 3000 
TTCTCACATCTCCAACAGAGATCTGCCCAAGAAATTGTTCATTCTGTTTT 3050 
TCAACTGCTGACCCCAATGTGTAACCACCTGGAGAACATTCACAACTATT 3^00 
^^^ AGCTCCTCAG ^ T ^ CGG ^ TAG ^™CAtGlGTC 3150 
AAAGTTCAGGAGTACCACATAATGTCTTCCTGCTATCAGAGGCTGCTGCA 3200 
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FIGURE 7 A 



C^TTTTTCATGGGCTTTTTGCTTGGAGTGGATTTTCTCAACCTGAAAATC 3250 
^^r GTATO ^ GCCCTCCATGTCCTTAGTAGCCGA CTGAAACAG 3300 
GGAGAACACAGCCAGCCTTTGGAGGAACTACTCAGCC7VGAGCGTCCATTA 33 SO 
CTTCCAGAATTTCCATCAAAGCATTCCCAGTTTCCAGTGTGCTCTTTATC 3400 
^r^ GACTT ™ ATCGTOAmTCGAGAAA ^^CTTCTGCTCAG 3450 
^^^ AAAA ^ CTOCCC ™ CCAGA ^ TTCCTCTG TCGGGTGTG 3500 
GCCAAGTGGGGATAAAGAGAAGAGCAACATCTCTAATGACCAGCTCCATC 3550 
CTCTGCTCTGTATCTACCTGGAGCACACAGAGAGCAI-rCTGAAGGCCAIA 3600 
GAGGAGATTGCTGGTGTTGGTGTCCCAGAACTGATCAACTCTCCTAAAGA 3 SS O 
^TCTTCCTCCAC^TTCCCTACACTGACCAGGCATAC™?^ 3700 
«^3?? G ^^ G ^'^^^ GG ^^ AAG ^ AGAGA ^^CGGTGAAAAAAATTGAG 3750 
CCTGGCACAGCAGCAGACTCGCAGCAGATTCATGAAGAGAAACTCCTCT 
CTGGAACATGGCTGTTCGAGACTTCAGTATCCTCATCAACTTGA' ' 

TA J l u l'l-GATaRTOa'Pnr"PrSrprpr^»^i-»» fit#-«fM« 



'A 3800 
iTAAAGG 3850 



* Aril v_\» i LHi. L/iALl TC5ATAAAGG 3 850 

TATTTGATAGTCATCCTGTTCTGCATGTATGTTTGAAGTATGGGCGTCTC 3900 
mGTGGAAG^TTTCTGAAGCAATGTATGCCGCTCCTAGACTTCAGTTT * * 
TAGAAAACACCGGGAAGATGTTCTGAGCTTACTGGAAACCTTCCAGTTGG 
ACACAAGGCTGCTTCATCACCTGTGTGGGCATTCCAAGATTCACCAGGAC 
ACGAGACTCACCCAACATGTGCCTCTGCTCAAAAAGACCCTGGAACTTTT 
AGmGCAGAGTCAAAGCTATGCTCACTCTCAACAATTGTAGAGAGGCTT 41SO 
TCTGGCTGGGCAATCTAAAAAACCGGGACTTGCAGGGTGAAGAGATTAAG 4200 
TCCCAAAATTCCCAGGAGAGCACAGCAGATGAGAGTGAGGATgSgTC 4250 
ATCCCAGGCCTCCAAGAGCAAAGCCACTGAGGATGGTGAAGAAGACGAAG 4300 
TAAGTGCTGGAGAAAAGGAGCAAGATAGTGATGAGAGTTATGATGAC^? 4350 



3950 
4000 
4050 
4100 
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FANCD2~Reference Protein Sequence 



MVS KRRL S KS ED KE S LTED AS KTR KQ PL S KKT KKSH IANEVEENDS I FVK 50 
LLKISGIILKTGESQNQIiAVDQIAFQKKLFQTLRRHPSYPKIIEEPVSGL 100 
ESYIEDEDSFRNCLLSCERLQDEEASMGASYSKSLIKLLLGIDILQPAII 150 
KTLFEKLPEYFPENKNSDEINIPRLIVSQIJCWIJ3RVVDGKDLTTKIMQLI 200 
SIAPENLQHDIITSLPEILGDSQHADVGKELSDLIiIEOT'SLTVPIIiDVLS 250 
SLRLDPNFLLKVRQLVMDKLSSIRLEDLPVIIKFILHSVTAMDTLEVISE 300 
LREKLDLQHCVLPSRDQASQVKLKSKGRASSSGNQESSGQSCIILLFDVI 350 
KSAIRYEKTISEAWIKAIENTASVSEHKVFDLVMLFIIYSTNTQTKKYID 400 
RVLRinaRSGCIQEQIiLQSTFSVHYLVLKDMCSSILSLAQSLLHSLDQSI 450 
ISFGSLLYKYAFKFFDTYCQQEWGALVTHICSGNEAEVDTALDVLLELV 500 
VLN PSAMMMNAVFVKG I LD YLDN I S PQQ I RKLF YVL STLAF SKQNEAS SH 550 
IQDDMHLVIRKQLSSTVFKYKLIGIIGAVTMAGIMAADRSESPSLTQERA 600 
NLSDEQCTQ VTSLLQIj VHS CS EQ S PQAS AL YYDEFANL I QHEKXiD PKALE 650 
WVGHTI CND FQD AFVVDS CVVPEGDF PFP VKAL YGLEE YDTQDGI AINLL 700 
PLL F S QDFAKDGG P VTSQE SGQ KLVS PLCLAP YFRLLRLCVERQHNGNIiE 750 
E I DGLLD C P I FLTDLE PGE KLESMS AKERS FMCS L I FLTLNWFRE I VNAF 800 
CQETSPEMKGKVLTRLKHIVELQIILEKYIAVTPDYVPPLGNFDVETIiDI 850 
TPHTVTAISAKIRKKGKIERKQK'TDGSICrsSSDTLSEEKNSECDPTPSHR 900 
GQ LNKEFTGKEEKTSIjLLHNSHAF FRELD I E VFS I LHCGL VTKF I LDTEM 950 - 
HTEATE WQLG PPELL FLLED L S QKLE SMLTP P I ARRVPFLKNKGSRN IG 1000 
FSHI^QRSAQEIVHCVFQLLTPMCiraiiENIHNYFQCLAAENHGVVDGPGV 1050 
KVQEYHIMSSCYQRLLQIFHGLFAWSGFSQPENQNLLYSALHVLSSRLKQ 1100 
GEHSQ P LEELLSQS VH YLQNFHQS I PS FQCAL YLI RLLMVI LEKSTAS AQ 1150 
NKEKI ASLARQFLCRVWPSGDKEKSNI SNDQLHALLCI YLEHTES I LKAI 1200 
EEIAGVGVPELINSPKDASSSTFPTLTRHTFVVFFRVMMAELEKTVKKIE 1250 
PGTAADSQQIHEEKLIiYWNMAVRDFSILINLIKVFDSHPVIiHVCLKYGRL 1300 
F VE AFIiKQCM PLLD F S FRKHRED VL SLLETFQ LDTRLLHHLCGHSKIHQD 1350 
TRLTQHVPLLKKTLELLVCRVKAMLTIiNNCREAFWLGNLKNRDLQGEEIK 1400 
SQNSQESTADESEDDMSSQASKSKATEDGEEDEVSAGEKEQDSDES YDDS 1450 



D. 1452 
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FANCE Reference cDNA Sequence 
FIGURE 8A 



ATGGCGACACCGGACGCGGGGCTCCCTGGGGCTGAGGGCGTGGAGCCGGC 5 0 
GCCCTGGGCGCAGCTGGAGGCCCCCGCCCGCCTCCTGCTGCAGGCGCTGC 100 
AGGCGGGGCCTGAGGGGGCGCGGCGCGGCCTGGGGGTGCTCCGGGCGCTG 150 
GGCAGCCGCGGCTGGGAGCCCTTCGACTGGGGTCGCTTGCTCGAGGCCCT 200 



— — ^v.^vj^.v3vjv. a V3va<jfrttoutu i lULJACTGGGGTCGCTTGCTCGAGGC 
GTGCCGGGAGGAGCCGGTCGTGCAGGGGCCTGACGGCCGTCTGGAGCTGA 
AACCACTGTTGCTGCGATTGCCCCX3GATATGCCAGAGGAACCTGATGTCC 
CTGCTGATGGCCGTTCGGCCATCGCTGCCGGAAAGTGGGCTCCTCTCTGT 
GCTGCAGATTGCCCAGCAGGACCTAGCCCCTGACCCCGATGCCTGGCTCC 
GTGCCCTGGGGGAATTGCTGCGAAGGGATTTGGGGGTGGGGACCTCCATG 
GAGGGAGCTTCTCCACTGTCTGAAAGATGCCAGAGACAGCTCCAAAGTCT 
ATGTAGGGGGCTGGGCCTGGGGGGCAGGAGGTTGAAATCCCCCCAGGCTC 
CAG AC CCTG AAG AAG AGG AGAACAGG G ACTC C CAG CAG C CTGGG AAACG C 

AGAAAGGACTCAGAGGAAGAGGCTGCCAGTCCTGAGGGGAAGAGGGTCCC 
CAAAAGATTA CGGTGTTGGGAAGAGG AAGAAG AT C ATGAG AAGG AGAGAC 

CCGAACATAAGTCACTGGAATCCCTGGCAGATGGAGGAAGTGCATCTCCT 

ATTAAGGACCAGCCTGTCATGGCAGTTAAGACTGGCGAGGACGGTTCGAA 
TCTGGATGATGCTAAAfifiTr w iVT!/2r'TV5 » r» * r* mm«w, * ~ 



~ x x lai WLTAUTTAAGACTGGCGAGGACGGTTCGAA 

TCTGGATGATGCTAAAGGTCTGGCTGAGAGTTTGGAGTTGCCCAAAGCTA 
TCC AGGACCAGCTTCCCAGGCTGCAG CAGCTG CTGAAGACCTTGGAGGAG 
GGGTTAGAGGGATTGGAGGATGCCCCCCCAGTTGAGCTACAGCTTCTTCA 
CGAATGTAGTCCCAGCCAGATGGACTTGCTGTGTGCCCAGCTGCAGCTCC 
OT^GCTCTCAGACCTCGGTCTCCTGCGGCTCTGCACCTGGCTGCTGGCC 1100 
CTTTCAC CTG AT C TCAG C C TC AG CAATGCT ACTGTG CTGA CC AG AAG C CT 1150 

CTTTCTTGGACGGATCCTCTCCTTGACTTCCTCAGCCTCCCGCCTGCTTA 1200 
CAACTGCCCTGACCTCCTTr , TmY2nr , 2va ^nm-Ar.^* r>^™~™ 



!TGA 250 
300 
350 
400 
450 
500 
550 
600 
650 
700 
750 
800 
850 
900 
1000 
1050 
JGCC 1100 



* * x ^v^v.vjv^ j. LuitiL l l\a AL TTC CTC AGCCTC C CG C CTG CTTA 
CAACTGCCCTGACCTCCTTCTGTGCCAAATATACATACCCTGTCTGCAGC 
GCCCTCCTTGACCCTGTGCTCCAGGCCCCAGGCACAGGTCCTGCTCAAAC 
AGAGTT AC TGTG TTG CCTTGTG AAG ATGGAGTC C C TG GAG C CAGATG CAC 

AGGTTCTAATGCTGGGACAGATCTTGGAGCTG CC CTGGAAGGAGGAAACT 

TTCTTGGTGTTGCAGTCACTCCTAGAGCGGCAGGTGGAGATGACCCCTGA 

GAAGTTCAGTGTCTTAATGGAGAAGCTCTGTAAAAAGGGGCTGGCAGCCA 

CCACCTCCATGGCCTATGCCAAGCTCIATGCTGACAGTGATGACCAAGTAT 1550 

CAGGCTAACATCACTGAGACCCAGAGGCTGGGCCTGGCTATGGCCCTAGA 1600 

ACCTAAC!ACCACCITCCTGAGGAAGTCCCTGAAGGCCGCCTTGAAACATT 1650 
TGGGCCCCTGA 1661 



1250 
1300 
1350 
k CT 14 00 
1450 
1500 
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FIGURE 8B 
FANCE Reference Protein Sequence 




~SlT™T~ L ^ AGPm ^^ so 

150 
200 
250 
300 
350 
400 



I^PDLSI>SNATVLTRSLFLGRILSLTSSASRI>LTTALTSPCAKYTYPVCS 
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FANCF Reference eDNA Sequence 
FIGURE 9A 



^^ CACTACCTACG ^GCACCTGGGACCCCGCCACCGTGCGCCGC 

CATGGCCCCATTCGCACGGCTCTGGAGCGGCGGCTGCACAACCAGTGGAG 
GCAAGAGGGCGGCTTTGGGCGGGGTCCAGTTCCGGGATTAGCGAACTTCC 
AGGCCCTCGGTCACTGTGACGTCCTGCTCTCTCTGCGCCTGCTGGAGAAC 

C^GCCCTCGGGGATGCAGCTCGTTACC^CCTGGTGCAGCAACTCTITCC 
GGGC ^ GCGTCCGGGACGCCG ATGAGGAGACA^ 

CCCGCCTTGCCCGCCGGCGGTCTGCGGTGCACATCCTCCGCTT- 
TATAGAGAGAACCCAAATCTCCAGGAGGACTCTCTGaTf: & una. i 



'CAATGGC 



^r^ TCCTGGAGCGT ^^ 

GTCCCGC CAGGTTTCTCAGCAG CCTGTGGGAGCGCTTGCCTCAGAACAAC 
TTCCTGAAGGTGATAGCGGTGGCGCTGTTGCAGCCGCCTTTGTCTCGTCG 

GCCMGTOCTAGTCCACTGGCITCTGGGGAATTCGGAAGT 

t™tcgcgccctcccagccc^gcttttgactttagtgactagccgcca 

C J^ CG ^ TCTCCTCTCTAT ^^ 

GTTTGCACTATGACCTTCAGAAAGGCATrTGGGTTGGAACTCAGTCCCAA 
GATGTGCCCTGGGAGGAGTTGCACAATAGGTTTCAAAGCCTCTGTCAGGC 
CCCTCCACCTCTGAAAGATAAAGTTCTAACTGCCCTGGAGACCTGTAAAG 

^ A ™ GCTOTCGTAGTG ^^ 

CAG CGCAGGCCTCAGTTCTGTATAG 1175 



50 

100 

150 

200 

250 

300 

350 

400 

450 

500 

550 

600 

650 

700 

750 

800 

850 

900 

1000 

1050 

1100 

1150 



WO 2004/061082 A PCT/US2003/041127 

V 15/17 V 



FIGURE 9B 

FANCF Reference Protein Sequence 



1 FANCA 


II FANCC 


II FANCP2 


|| FANCE 


ll FANCF 


II FANCG 


cDNA 




llcDNA 


_||cDNA 


|[cDNA 


□leDMA 


[Protein 




"~l|Protein 


JlPrptein 


llPtPtein 


miProteiTi 



HGPIRTALERRLHNQWRQEGGFGRGPVPGLANFQALGHCDVLLSLRLLEN 100 
RAIiGDAARYHLVQQLFPGPGVRDADEETI^ESIiARIiARRRSAVHMIiRFNG 150 
YREN PNIiQED S LM KTQAELI1LERI1QE VGKAEAER PARFLS S LWERLPQNN 200 
FLKVI AVALLQPPLSRRPQEELE PGI HKS PGEGSQVIi VHWLLGNSEVFAA 250 
FCRALPAGIiLTLVTSRHPAIiSPVYLGLLTDWGQRLHYDLQKGIWVGTESQ 300 
DVPWEELHNRFQSLCQAPPPLKDKVLTALETCKAQDGDFEVPGLSIWTDL 350 
LLALRSGAFRKRQVLGLSAGLSSV. 375 
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FANCG Reference cDNA Sequence 
FIGURE 10A 



ATGTCCCGCCAGACCACCTCTGTGGGCTCCAGCTGCCTGGACCTGTGGAG 5 0 
GGAAAAGAATGACCGGCTCGTTCGACAGGCCAAGGTGGCTCAGAACTCCG 100 
GTCTGACTCTGAGGCGACAGCAGTTGGCTCAGGATGCACTGGAAGGGCTC 150 
AGAGGGCTCCTCCATAGTCTGCAAGGGCTCCCTGCAGCTGTTCCTGTTCT 200 
TCCCTTGGAGCTGACTGTCACCTGCAACTTCATTATCCTGAGGGCAAGCT 250 
TGGCCCAGGGTTTCACAGAGGATCAGGCCCAGGATATCCAGCGGAGCCTA 300 
GAGAGAGTGCTGGAGACACAGGAGCAGCAGGGGCCCAGGTTGGAACAGGG 350 
GCTCAGGGAGCTGTGGGACTCTGTCCTTCGTGCTTCCTGCCTTCTGCCGG 4 00 
AGCTGCTGTCTGCCCTGCACCGCCTGGTTGGCCTGCAGGCTGCCCTCTGG 450 
TTGAGTGCTGACCGTCTTGGGGACCTGGCCTTGTTACTAGAGACCCTGAA 5 00 
TGGCAGCCAGAGTGGAGCCTCTAAGGATCTGCTGTTACTTCTGAAAACTT 550 
GGAGTCCCCCAGCTGAGGAATTAGATG CTC CATTGACCCTGC AGGATG CC 600 
CAGGGATTGAAGG ATGTCCTC CTGACAGCATTTG CCTACCGCC AAGGTCT 650 
CCAGGAG CTGATCACAGGGAACC CAGACAAGG CACTAAGCAGCCTTCATG 700 
AAGCGGCCTCAGGCCTGTGTCCACGGCCTGTGTTGGTCCAGGTGTACACA 750 
GCACTGGGGTCCTGTCACCGTAAGATGGGAAATCCACAGAGAGCACTGTT 800 
GTACTTGGTTGCAGC CCTGAAAGAGGG ATCAGCCTGGGGTC CTCCACTTC 850 
TGGAGGCCTCTAGGCTCTATCAGCAACTGGGGGACACAACAGCAGAGCTG 900 
GAG AGTCTGG AGC TG CTAG TTG AGG C C TTG AATG TC C CATGC AGTTC CAA 950 
AGCCCCGCAGTTTCTCATTGAGGTAGAATTACTACTGCCACCACCTGACC 1000 
TAGCCTCACCCCTTCATTGTGGCACTCAGAGCCAGACCAAGCACATACTA 1050 
GCAAGCAGGTGCCTACAGACGGGGAGGGCAGGAGACGCTGCAGAGCATTA 1100 
CTTGGACCTGCTGGCCCTGTTGCTGGATAGCTCGGAGCCAAGGTTCTCCC 1150 
CACCCCCCTCCCCTCCAGGGCCCTGTATGCCTGAGGTGTTTTTGGAGGCA 1200 
GCGGTAGCACTGATCCAGGCAGGCAGAGCCCAAGATGCCTTGACTCTATG 1250 
TGAGGAGTTGCTC AGCCGCACATCATCTCTGCTACCCAAGATGTCCCGGC 1300 
TGTGGGAAGATGC CAGAAAAGGAACC AAGGAACTG CCATACTGC C CACTC 1350 
TGGGTCTCTGCCACCCACCTGCTTCAGGGCCAGGCCTGGGTTCAACTGGG 1400 
TGCCCAAAAAGTGGCAATTAGTGAATTTAGCAGGTGCCTCGAGCTGCTCT 1450 
TCCGGGCCACACCTGAGGAAAAAGAACAAGGGGCAGCTTTCAACTGTGAG 1500 
CAGGGATGTAAGTCAGATGCGGCACTGCAGCAGCTTCGGGCAGCCGCCCT 1550 
AATTAGTCGTGGACTGGAATGGGTAGCCAGCGGCCAGGATACCAAAGCCT 1600 
TACAGGACTTCCTCCTCAGTGTGCAGATGTGCCCAGGTAATCGAGACACT 1650 
TACTTTCACCTGCTTCAGA CT CTG AAG AGGCTAG ATCGGAGGG ATGAGG C 1700 
CACTG CACT CTGGTGG AGG CTGGAGG C C CAAACT AAG GGGTC ACATG AAG 1750 
ATGCTC^TOGTCTCTCCCCCTGTACCTAGAAAGCTATTTGAGCTGGATC 1800 
CGTCCCTCTGATCGTGACGCCTTCCTTGAAGAATTTCGGACATCTCTGCC 1850 
AAAGTCTTGTGACCTGTAG 1869 



WO 2004/061082 



# 



17/17 



• 



PCT7US2003/041127 



FANCG Reference Protein Sequence 

FIGURE 10B 





1 FANCA 
|cDNA 


II EANCC EANCD2 || FANCE 1 FANCF 


II FANCG | 


[Protein 


MeSmA cDNA "IsBHA ||cDNA 

llEmteHJ llProtein |lProtein HlElQtSffl 


IcDNA | 

llProtein ~ 1 



RGLLHSLQGL PAAVPVLPLEIiTVTCNF 1 1 LRASLAQG FTEDQAQD IQRSL 100 
ERVLETQEQQGPRLEQGLRELWDSVLRASCIiLPEIiLSALHRLVGIiQAALW 150 
LSADRLGDLALLLETLNGSQSGASKDLIiLLKTWSPPAEELDAPLTLQDA 200 
QGLKDVIiLTAP AYRQGLQEIi ITGNPDKALSSLHEAASGLC PRPVI»VQVYT 250 
ALGSCHRKMGNPQRALI»YLVAALKEGSAWGPPLLEASRL YQQLGDTTAEI, 300 
ESLELLVEALNVPCSSKAPQFLIEVELLLPPPDLASPLHCGTQSQTKHIL 350 
ASRCLQTGRAGDAAEHYLDLIiAIiIiIiDS SEPRFSP P PS P PGPCM PEVPIiEA 4 00 
AVALIQAGRAQDADTLCEELLSRTSSLLPKMSRLWEDARKGTKELPYCPL 450 
WVSATHLLQGQAWVQLGAQKVAISEFSRCLELLFRATPEEKEQGAAFNCE 500 
QGCKSDAALQQLRAAALISRGLEWVASGQDTKALQDFLLSVQMCPGNRDT 550 
YFHLLQTLKRLDRRDEATALWWRIiEAQTKGSHEDALWSIiPLYLES YLSWI 600 
RPSDRDAFLEEFRTSLPKSCDL . 623 
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